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Abstract: Human norovirus (HuNoV) is the leading foodborne pathogen causing nonbacterial
gastroenteritis worldwide. The oyster is an important vehicle for HuNoV transmission, especially
the GI.1 HuNoV. In our previous study, oyster heat shock protein 70 (oHSP 70) was identified as
the first proteinaceous ligand of GII.4 HuNoV in Pacific oysters besides the commonly accepted
carbohydrate ligands, a histo-blood group antigens (HBGAs)-like substance. However the mismatch
of the distribution pattern between discovered ligands and GI.1 HuNoV suggests that other ligands
may exist. In our study, proteinaceous ligands for the specific binding of GI.1 HuNoV were mined
from oyster tissues using a bacterial cell surface display system. Fifty-five candidate ligands were
identified and selected through mass spectrometry identification and bioinformatics analysis. Among
them, the oyster tumor necrosis factor (oTNF) and oyster intraflagellar transport protein (oIFT)
showed strong binding abilities with the P protein of GI.1 HuNoV. In addition, the highest mRNA
level of these two proteins was found in the digestive glands, which is consistent with GI.1 HuNoV
distribution. Overall the findings suggested that oTNF and oIFT may play important roles in the
bioaccumulation of GI.1 HuNoV.

Keywords: human norovirus; Crassostrea gigas; specific binding ligands; tumor necrosis factor;
intraflagellar transport protein

1. Introduction

Human norovirus (HuNoV) is the major foodborne pathogen causing nonbacterial
acute gastroenteritis in all ages worldwide [1,2]. HuNoV is transmitted primarily through
human-to-human contact or by consuming contaminated water or food [3]. Approximately
14% of HuNoV outbreaks can be attributed to foodborne transmission [3]. Common food
carriers include fresh or frozen soft fruits and vegetables (strawberries or lettuce), ready-to-
eat foods (sandwiches or salads), and uncooked or raw seafood such as cockles, mussels,
clams, scallops, and oysters [4–7]. The oyster is a filter feeder that enriches HuNoV particles
from contaminated water into the oyster tissues. However, conventional clean seawater
purification cannot effectively reduce HuNoV in oysters [8,9], and this coupled with the fact
that oysters are often eaten raw makes them an important vector for HuNoV transmission.

Understanding the pattern and mechanism of HuNoV bioaccumulation in oysters can
help control and reduce unwanted epidemics caused by consuming contaminated oysters.
The search for HuNoV receptors and ligands has been greatly hampered by the lack of
a stable and already imitated in vitro cultivation system for HuNoV [10,11]. However,
several studies have demonstrated the presence of specific binding ligands for HuNoV
in oyster tissues [12–19]. The binding of HuNoV to oyster tissue is commonly thought
to be associated with specific HBGA-mediated interactions [12–15,17]. Other potential
candidates involved in the accumulation of HuNoV in oysters have also been proposed,
such as carbohydrate structures with a terminal N-acetylgalactosamine residue [12], sialic
acid-like structures [16], and the newly discovered proteinaceous ligands, oHSP 70 [19].
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On the one hand, there were multiple specific binding ligands in oyster tissues, and
their distribution patterns differed in different tissues [12,16,19]. On the other hand, one
specific binding ligand could bind multiple genotypes of HuNoV, but its binding ability
differed [17,20,21]. The reasons mentioned above may lead to the different bioaccumulation
efficiency and purification capacity of oysters for different genotypes of viruses. Moreover
those mechanisms may also cause the different bioaccumulation patterns of different
genotypes of HuNoV in different oyster tissues.

In our previous study, a ligand mining platform for norovirus using a bacterial cell
surface display system (BSDS) was constructed [18,19]. As shown in Figure 1, the system
uses Escherichia coli (E. coli) as a cellular vector, the N-terminal end of icosahedral nucleo-
protein as an anchoring protein, and the P protein of HuNoV as a passenger protein, with a
thrombin-recognizable fragment linked between the two to construct a pseudovirus with
a large number of displayed P proteins on the E. coli cell surface [22,23]. The P protein in
this system retains a similar ability to bind to the receptor as the viral particle [22] and can
be used as a bait protein to target the prey protein (the specific binding ligands) out of the
complex matrix using the principle of pull down. With the help of BSDS, an oligosaccharide
ligand (H2N2F2) was identified from lettuce by glycomics [18], and a proteinaceous ligand
(oyster heat shock protein 70, oHSP 70) was mined from oyster tissues by proteomics in
our previous studies [19].
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Figure 1. Brief workflow for the separation and identification of GI.1 HuNoV proteinaceous ligands in
oyster tissues by BSDS. The BSDS was constructed and incubated with extracted oyster protein to pull
down the potential proteinaceous ligand. The complexes of the P domain and ligand candidate were
then released by thrombin. The complexes were then identified by a nanoliter liquid chromatography
tandem with a quadrupole orbital trap mass spectrometer.
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Although GII.4 HuNoV was the epidemic strain over past decades, GI HuNoV was
more often implicated in shellfish-related outbreaks [12]. The GI.1 HuNoV is more likely to
be enriched in oyster tissues than GII.4 HuNoV and also had a longer survival time [20,24].
In addition, the bioaccumulation pattern of GI.1 HuNoV did not strictly follow the distribu-
tion pattern of oHSP 70 or HBGAs in oyster tissues. Therefore we hypothesized that there
are more specific ligands for GI.1 HuNoV in oyster tissues.

This study constructed a proteinaceous ligand library of oyster tissues using BSDS of
GI.1 HuNoV P protein. The oyster tumor necrosis factor (oTNF) and oyster intraflagellar
transport protein 74-like protein (oIFT) were selected for ligand evaluation according to a
subcellular localization prediction. The interaction between the two recombinant ligands
and the P protein of HuNoV was evaluated by ELISA. The mRNA of these two candidates in
different tissues was detected by RT-qPCR. Our study built a proteinaceous ligands library
for GI.1 HuNoV in oyster tissues, identified potential ligands, and provided new insights
into the bioaccumulation mechanism of foodborne viruses in the Pacific oyster tissues.

2. Materials and Methods
2.1. Oyster Source and Acclimation

From December 2020 to September 2021, Pacific oysters were purchased monthly from
an online retail shop (BEISILING, Rushan, Shandong, China). All the oysters (weighing
between 90 g and 120 g) had Aquaculture Stewardship Council (ASC) labels and were
traceable from the farm to our lab. The oysters were harvested from the farm (Rushan,
Shandong, China) the same day we ordered them and transported in temperatures between
0 ◦C to 6 ◦C. A 50 L laboratory-scale experimental depuration system equipped with
biological filters and a recirculating machine was used. Instant ocean salt (Yi’er BE Co.,
Ltd., Guangzhou, China) was added to pure water to a final concentration of 1.8% (m/V) to
prepare the artificial seawater [25]. After washing, oysters were placed and kept in artificial
seawater at room temperature for 24 h, as described earlier [26,27]. Oysters with better
vigor were selected, and tissues were taken out respectively, including the mantle, heart,
gills, and digestive glands. All tissues were stored at −80 ◦C for further use.

2.2. Protein Extraction

The mantle, heart, gills, and digestive glands (200 mg) were homogenized 15–30 times
with a pre-cooled tissue grinder (Scientz, Ningbo, China), respectively. Protein was ex-
tracted by a Total Protein Extraction Kit (Sangon Biotech Co., Ltd., Shanghai, China) accord-
ing to the protocol. The collected protein samples were stored at −80 ◦C for further use.

2.3. Construction of BSDS

The BSDS was used to capture the potential ligands of GI.1 HuNoV (Figure 1). The P
protein of GI.1 HuNoV was anchored on the surface of E. coli BL21(DE3) with the N terminal
(InaQn) of the ice nucleoprotein of Pseudomonas syringae. At the same time, an amino acid
sequence that could be recognized by thrombin (TB) was added between the anchor protein
and the P protein of GI.1 HuNoV. Therefore, the P protein could be separated from the
surface of the host bacteria by thrombin digestion, to pull down the protein ligands of
GI.1 HuNoV from the oyster tissue. E. coli BL21(DE3) with pET28a-inaQn-TB-I.1p (P) was
constructed as described earlier [23]. The E. coli BL21(DE3) with pET28a-inaQn-TB-II.4p
was used as the positive control, and the E. coli BL21(DE3) with pET28a-inaQn-TB (T)
was constructed as the negative control. The recombinant E. coli BL21(DE3) was cultured
in Luria–Bertani (LB) liquid medium (Huankai Microbial Co., Ltd., Guangzhou, China)
containing 100.0 µg/mL kanamycin at 37 ◦C and shaken (150 rpm) until OD600 reached
~0.6. Isopropyl β-D-1-thiogalactopyranoside (IPTG; Takara Bio Inc., Beijing, China) was
added to a final concentration of 0.5 mM and shaken (150 rpm) for 12 h at 25 ◦C. The cells
were then rinsed with PBS and stored at 4 ◦C for further use.
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2.4. Pulling down Potential Proteinaceous Ligand Candidates by BSDS

E. coli BL21(DE3) with pET28a-inaQn-TB-I.1p (I.1P), pET28a-inaQn-TB-II.4p (II.4P),
and pET28a-inaQn-TB (T) were resuspended in 50 mL PBS with 200 µL of the above
extracted oyster protein, respectively, incubated at 37 ◦C, and shaken gently at 80 rpm for
30 min. Cells were collected by centrifugation at 3000× g for 5 min, washed twice with PBS,
and resuspended in 5.0 mL of digestion buffer (20 mM Tris-HCl and 150 mM NaCl, pH 8.0).
The thrombin (Yeason, Shanghai, China) was added at an effective cleaving mass ratio of
1:2000 (2.0 U enzyme per 1.0 mg target protein), incubated for 3 h at 37 ◦C, and shaken
at 120 rpm to release the surface-displayed P protein of GI.1 HuNoV. The supernatant
was collected by centrifugation at 12,000× g for 2 min at 4 ◦C and stored at −80 ◦C for
further use.

2.5. Identification of Proteinaceous Ligand Candidates

The thrombin-released supernatant of P and T was dissolved in 5× SDS-PAGE loading
buffer (Servicebio, Wuhan, China) and separated in 12% SDS-PAGE gel. Protein bands
were collected, cut into small pieces, and rinsed twice with ultrapure water. Fifty percent
acetonitrile (ACN) containing NH4HCO3 (25 mM) was added and shaken for 120 min
at 37 ◦C to decolorize. The ACN was discarded, and 10 mM dithiothreitol (diluted in
25 mM NH4HCO3) was added. The mixture was incubated at 60 ◦C for 20 min. A total
of 25 mM iodoacetamide (diluted in 25 mM NH4HCO3) was added and incubated in
the dark for 20 min. After rinsing with ACN again, the trypsin (12.5 ng/µL) was added
and incubated at 4 ◦C for 30 min. Then the gel pieces were incubated at 37 ◦C overnight
for enzymatic digestion. After adding 1 mL of extraction solution (60% acetonitrile, 35%
deionized water, and 5% formic acid), the mixture was crushed by ultrasound for 5 min
and placed at 37 ◦C for 30 min. The extract was lyophilized at 55 ◦C for 3 h with a vacuum
centrifuge concentrator (Thermo Fisher Scientific, Waltham, MA, USA) and desalted by
a micro-desalting column. The desalted sample was dissolved in 10 µL of 0.1% formic
acid water, and after 5–10 min the sample was transferred to the sample bottle for further
MS analysis.

The protein samples were analyzed by a nanoliter liquid chromatography tandem
with a quadrupole orbital trap mass spectrometer (Easy nLC 1200/Q Exactive plus, Thermo
Fisher Scientific, Waltham, MA, USA). The sample was dissolved in mobile phase A (0.1%
formic acid and 2% acetonitrile) and separated by gradient elution using a mixture of mobile
phase A and phase B (0.1% formic acid and 98% acetonitrile) in a liquid chromatography
system. The sample (5 µL) was loaded onto the capture column and subsequently separated
on the analytical column with a 30 min linear gradient, from 94% mobile phase A to
20% mobile phase A, with a flow of 350 nL/min. The peptide parent ions and their
corresponding secondary fragments were detected and analyzed with a high-resolution
Orbitrap at an ion source voltage of 1.8 kV. The scan range and resolution of the primary
mass spectrometry were 350–1800 m/z and 70 kHz, respectively. The scan range and
resolution of the second mass spectrometry were 200–2000 m/z and 17.5 kHz. The dynamic
exclusion time was set to 30 s to reduce the repeated scanning of the parent ion. Based on
the results of the relative quantification, proteins with an abundance ratio of P/T > 5 are
considered to be captured explicitly by BSDS.

The mass spectra data were retrieved in the UniProt database using Proteome Dis-
coverer 1.3. Identified proteins in group I.1P but not in group II.4P (positive control) and
group T (negative control) were considered as ligand candidates for binding GI.1 HuNoV
in oyster tissues, which were further aligned in the UniProt’s Crassostrea gigas database.
The subcellular localization of proteins obtained by mass spectrometry was predicted
by pLoc-mEuk [28].

2.6. Prokaryotic Expression and Purification of oTNF and oIFT

The protein signal peptides and transmembrane domains of oTNF and oIFT were
predicted using the online tool: SignalP-5.0 and TMHMM-2.0. The sequence analysis results
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of oTNF and oIFT are shown in Figures A1 and A2, respectively. The amino acids 85–318 of
oTNF were predicted to be in the extracellular region. Therefore the first 84 amino acids
were considered to be cut off. The theoretical molecular weight of the truncated oTNF was
27.7 kDa. The transmembrane domain prediction results of oIFT showed that the amino
acids 210–733 of oIFT were predicted to be in the extracellular region. Therefore the first
209 amino acids were considered to be cut off. The theoretical molecular weight of oIFT
after truncation was 62.9 kDa.

According to the analysis results, the nucleic acid sequence of oINF and oIFT was
synthesized by Sunny Biotechnology Co., Ltd., Shanghai, China. The sequence was inserted
into plasmid pET-28a (+) and transferred to competent E. coli BL21(DE3) for expression. The
stress-induced expression of the recombinant E. coli is the same as the above description.
Overnight cultures were centrifuged (7500× g, 15 min) to collect the precipitate resuspended
in a lysis buffer. The recombinant proteins were named roTNF and roIFT, respectively. Two
proteins were purified using Ni Nitilotriacetic acid (NTA) beads 6FF (Smart-lifesciences,
Changzhou, China) according to the protocol [19]. The P protein of HuNoV GI.1 and GII.4
was obtained similarly [19].

2.7. Evaluation of the Binding Ability of roIFT and roTNF

ELISA was used to evaluate the binding ability of roTNF and roIFT to P proteins of GI.1
and GII.4 HuNoV. The roIFT (62.9 kDa) was diluted to 10.0 µg/mL with a coating buffer
(Sangon Biotech Co., Ltd.). The roTNF (27.7 kDa) was diluted to 4.4 µg/mL to ensure the
same molar concentration as roIFT. The 2 proteins were coated onto wells (100.0 µL in each
well) of ELISA plates overnight at 4 ◦C. The 1.0 mg/mL type III porcine gastric mucin (PGM,
containing HBGAs, Thermo Fisher Scientific, Waltham, MA, USA) and 1.0% BSA were used
as the positive and negative controls, respectively. After washing with 150 µL PBS 4 times,
120 µL 1.0% BSA was added to each well and blocked for 1 h at 37 ◦C. After another
4 washes with PBS, 100 µL P protein (GI.1 or GII.4, 10.0 µg/mL) was added into each well
and incubated at 37 ◦C for 1h. The anti-P protein primary antibodies were obtained in our
previous study [22]. All the primary antibodies were incubated with the E. coli BL21 (with
plasmid pET-28a) lysate for 4 h at room temperature, to rule out its nonspecific recognition
of bacterial proteins before use. After washing 5 times with 150 µL TBST (0.1% Tween-20,
Sangon Biotech Co., Ltd.), primary antibodies (diluted with 1.0% BSA at a ratio of 1:4000)
against the corresponding genotype of the P protein stored in our laboratory were added to
each well [22]. After incubation at 37 ◦C for 1 h, wells were washed with TBST 5 times. The
secondary antibody (diluted with 1.0% BSA at a ratio of 1:8000) HRP-conjugated Goat Anti-
Rabbit IgG (Sangon Biotech Co., Ltd.) was added to each well and then incubated for 1 h at
37 ◦C. After 5 washes of TBST, 3,3′,5,5′-tetramethylbenzidine (TMB, Frdbio, Wuhan, China)
was added, followed by 10 min of incubation in the dark. The reaction was terminated
using 2.0 mol/L H2SO4 and read with a microplate reader (Thermo Fisher Scientific Co.,
Ltd.) at 450 nm wavelength. Samples were considered positive when the ratio of OD450
of the positive sample to that of the negative control sample (P/N) was equal to or higher
than 2.0 [29].

2.8. mRNA Level of oTNF and oIFT in Oyster Tissues

RT-qPCR was used to detect the mRNA of oTNF and oIFT in different oyster tissues
monthly from December 2020 to September 2021. Primer Premier 6 was used to design
qPCR primers according to the nucleic acid sequence of oTNF and oIFT, as shown in
Table A1. Frozen oyster tissues were ground with a pre-cooled tissue grinder with 1 mL
Total RNA Extractor (Sangon Biotech Co., Ltd., Shanghai, China). RNA was extracted
according to the protocol of the Total RNA Extractor. Nanodrop (Thermo Fisher Scientific,
Waltham, MA, USA) was used to measure the concentration of extracted RNA. The DNA
in the samples was removed by adding Rnase-free ddH2O (11.0 µL) and 4 × gDNA wiper
Mix (4.0 µL; Vazyme, Nanjing, China) and keeping it at 42 ◦C for 2 min. A total of 4.0 µL
of 5 × HiScript III qRT SuperMix (Vazyme, Nanjing, China) was added to the reaction
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solution and incubated at 37 ◦C for 15 min, followed by reaction at 85 ◦C for 5 s to achieve
the cDNA. The cDNA was diluted 20-fold as a template, and fluorescent quantitative PCR
(qPCR) was performed with Universal SYBR qPCR Master Mix (Vazyme, Nanjing, China)
according to the protocol shown in Tables A2 and A3.

2.9. Statistical Analysis

Each experiment was performed in triplicate (n = 3) and independently repeated more
than three times (n > 3). Statistics were analyzed by GraphPad Prism version 9 (GraphPad
Software, Boston, USA). Differences in means were considered significant when p < 0.033.

3. Results and Discussion
3.1. Identification of the Captured Proteins

After excluding the captured proteins shared with the negative control group (T
group), 734 and 485 captured proteins were identified from the I.1P and II.4P groups,
respectively. An amount of 356 proteins was present in both groups, and 378 were found
only in the I.1P group. The above 378 proteins were further analyzed to discover the specific
binding ligands of GI.1 HuNoV. Among them, 148, 179, 184, and 204 proteins were located
in the mantle, heart, gills, and digestive glands, respectively (Figure 2). In each tissue,
45, 44, 43, and 50 proteins were unique. A total of 41 captured proteins were found in all
tissues. The enormous amounts of captured proteins (204) were located in digestive glands,
where the HuNoVs are commonly bioaccumulated [12,13,17].
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Figure 2. The distribution of 378 differential proteins in four tissues obtained by BSDS I.1P. Among
them, 148, 179, 184, and 204 proteins were located in the mantle, heart, gills, and digestive glands,
respectively. The amounts of 45, 44, 43, and 50 proteins were unique in each tissue. A total of
41 captured proteins were found in all tissues.

3.2. Selection of Potential Proteinaceous Ligands

In order to narrow down the candidates, we performed a prediction of the subcellular
localization of the 204 proteins mentioned above. As pLoc-mEuk would have predicted
some of the proteins annotated as cell membrane proteins in UniProt as exocytotic pro-
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teins, we retained all of them as the membrane or exocytotic proteins and ended up with
55 candidate proteinaceous ligands (Table 1).

Table 1. Details of the 55 potential proteinaceous ligands of GI.1 HuNoV.

Uniprot
Number Protein Name Coverage

(%)

Number of
Specific
Peptides

Molecular
Weight (kDa)

Theoretical
Isoelectric

Point

Tissue
Distribution

Location

K1P4E2 Putative tyrosinase-like protein tyr-3 4 1 66.7 9.22 MDGH
K1QJ28 Mammalian ependymin-related protein 1 3 1 40.5 6.07 MDGH
K1QN64 Transporter 2 1 95.6 7.81 MDGH
K1PT11 Collagen alpha-2(I) chain 2 1 168.9 5.24 MDGH
K1QV98 TNF_2 domain-containing protein 6 1 35.8 9.17 MDGH
K1QHF1 Collectin-12 6 1 43.9 8.44 MDGH
K1R7M0 SMC_N domain-containing protein 2 1 88.1 5.26 D

K1RIE6 Small conductance calcium-activated potassium
channel protein 2 7 1 43.8 9.11 D

K1PNV2 Trithorax group protein osa 4 1 72.5 9.54 D
K1PRP1 TPR_REGION domain-containing protein 1 1 182.6 5.68 D

K1QHW7 Microfibrillar-associated protein 1 3 1 67.3 5.03 D
K1QHP5 Carbohydrate sulfotransferase 15 2 1 168.4 8.28 D
K1QX85 Bestrophin homolog 3 1 82.3 6.39 D
K1QIT7 Extracellular matrix protein FRAS1 1 1 233.6 5.27 D

K1RF07 Guanine nucleotide-binding protein subunit
beta-5 6 1 40.5 6.16 D

K1QX37 phosphopyruvate hydratase 1 1 127.3 7.34 D
K1P919 Protocadherin-like wing polarity protein stan 7 1 39.5 4.7 D
K1PJY2 Inositol polyphosphate 1-phosphatase 3 1 82.3 5.33 D

K1QWW4 Lin-54-like protein 3 1 81.6 8.43 D
K1PUP1 N-acetylated-alpha-linked acidic dipeptidase 2 1 1 84.8 6.34 D
K1PB63 DUF19 domain-containing protein 5 1 19 6.51 D
F8RP10 Bactericidal permeability increasing protein 6 1 52.8 9.76 D

K1QM09 Contactin 3 1 88.7 6.84 D
K1R0F5 Prominin-1-A 3 1 91.2 4.94 D
K1RGD2 Pancreatic lipase-related protein 1 3 1 56.1 6.62 D

K1QH82 Transient receptor potential cation channel
subfamily M member 8 2 1 150 6.54 D

K1QM30 EGF-like domain-containing protein 8 1 39.7 7.24 DGH
K1QCZ6 Proprotein convertase subtilisin/kexin type 4 1 1 62.2 7.87 DGH
K1Q3 × 2 Plexin-A4 7 1 64.9 6.24 DGH
K1R1E8 Fibronectin type-III domain-containing protein 22 1 17.1 8.16 DGH
K1QJQ0 Dynein regulatory complex protein 10 4 1 60.7 9.26 DGH

K1QQ05 Insulin-like growth factor-binding protein
complex acid labile chain 2 1 104.1 8.79 DGH

K1PKY4 Sodium/calcium exchanger 3 3 1 64.5 5.36 DGH

K1QUL1 Zinc finger CW-type PWWP domain protein
1-like protein 2 1 102.7 5.43 DGH

K1P915 Sushi domain-containing protein 7 1 32.5 5.49 DGH
K1PAY0 Sodium bicarbonate transporter-like protein 11 6 2 98.8 6.71 DGH
K1S3D5 Solute carrier family 22 member 16 20 1 17.6 7.91 DGH
K1QYC3 P-type Cu(+) transporter 4 2 131.3 6.3 DGH
K1Q7G4 Protein LAP2 3 1 80 4.64 DG
K1PRW3 Innexin 5 1 52.4 8.53 DG
K1QJH8 Amiloride-sensitive cation channel 2, neuronal 2 1 72.2 6.61 DG
K1QJA1 Cell division control protein 42-like protein 10 1 22.7 5.62 DG
K1R5R3 DBH-like monooxygenase protein 2-like protein 2 1 126.4 6.02 DH
K1QGG3 Secreted protein 22 1 16.6 5.97 DH
K1QUW2 Pancreatic trypsin inhibitor 3 1 134.3 10.61 DM
K1RYS4 E3 ubiquitin-protein ligase TRIP12 1 1 109.4 9.54 DM
K1RRI7 Ficolin-2 10 1 42.5 6.37 DM
K1Q659 Centromere protein F 1 2 443.5 4.94 DGM

K1QUK9 Migration and invasion-inhibitory protein 2 1 74.7 8.16 DGM
K1PWZ2 Metabotropic glutamate receptor 8 3 1 79.8 7.52 DMH
K1QAB1 AP-2 complex subunit alpha 2 1 109.6 7.78 DMH
K1QDK8 Intraflagellar transport protein 74-like protein 2 1 86.1 5.43 DMH
K1PBI1 Metalloendopeptidase 2 1 91.6 6.52 DMH

K1RVV6 Titin-like 2 1 76.9 8.82 DMH
K1QIA5 Membrane progestin receptor beta 2 1 103.3 7.83 DMH

M: mantle; G: gills; D: digestive glands; H: heart.
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In addition, a protein-protein interaction (PPI) Network analysis of the above
204 proteins was conducted through the STRING database (https://string-db.org/
(accessed on 13 December 2022)) [30]. Due to the limitation of the database, only
167 proteins were included in the network. Among the 167 nodes, 119 nodes were in-
dependent. The interactions between the remaining 48 nodes were analyzed and visualized
by Cytoscape (Figure 3). The size of the nodes corresponds to the connectivity degree, and
the width of the edge represents the betweenness centrality (BC). The connectivity degree
is defined as the number of adjacent links, i.e., the number of interactions that connect
one protein to its neighbors. BC is the fraction of the number of shortest paths that pass
through each node, which measures how often nodes occur on the shortest paths between
other nodes. In addition, the predicted membrane or secreted proteins were labeled in
red. This network contains nine independent groups, each of which may be captured as a
complex by BSDS. In order to screen for potential ligands that interact directly with the P
protein of GI.1 norovirus, we did not search for candidate ligands from the group with a
high number of protein associations. For example, the Guanine nucleotide-binding protein
subunit beta-5 (GNbeta5) with the UniProt number K1RF07 is one of the core targets in the
networks. The human GNbeta5 can interact with the hepatitis B virus [31]. However this
protein may be pulled down indirectly by the other interacted proteins in the same group.
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Figure 3. The PPI network of 48 potential viral ligands visualized by Cytoscape. Each node represents
the protein’s UniProt login number. The size of the nodes corresponds to the connectivity degree,
and the width of the edge represents the betweenness centrality. The membrane or secreted proteins
are labeled in red. This network contains nine independent groups, each of which may be captured
as a complex by BSDS.

The membrane protein oIFT (K1QDK8) was selected from an independent group that
has only two proteins, as shown in Figure 3. IFT is an essential component of the bidirec-
tional transport system within the cilia, mediating the transport of ciliary proteins from the
cytoplasm to the tip of the cilia [32]. IFT is divided into two subunits related to forward and
reverse transport, respectively. The IFT has the TRAM–Lag1p–CLN8 (TLC) domain, which
has four possible functions: catalyzing the synthesis of ceramide-like moieties or activating
lipid synthesis, protecting proteins from proteolysis, lipid transporting, and acting as lipid
sensors [33]. However no report about the interaction between the oIFT and foodborne
viruses was available.

https://string-db.org/
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In addition, oTNF was selected from the other proteins not included in the PPI network.
TNF is ubiquitous in all animals and is a member of the tumor necrosis factor superfamily,
a class of cytokines with a conserved TNF homology domain at the C-terminus and
a type II transmembrane protein [34]. TNF is a pleiotropic cytokine that mediates a
wide range of cellular responses and plays a vital role in the subject’s defense against
bacterial, viral, and parasitic infections [35]. In vertebrates, TNF can regulate several
critical cellular immune processes, such as phagocytosis, apoptosis, cell differentiation, and
proliferation [36,37]. Sun et al. discovered a new TNF from Pacific oysters and found that it
could regulate apoptosis and phagocytosis in oyster blood cells, activate immune-related
enzymes such as phenol oxidase and lysozyme, and regulate antibacterial activity [38].
Crassostrea hongkongensis had a constitutive expression pattern of TNF, and the transcript
levels of TNF were significantly upregulated after artificial contamination of the oyster
with Vibrio alginolyticus and Staphylococcus haemolyticus [39]. The tandem MS spectra of
unique peptides of oTNF (K1QDK8) and oIFT (K1QV98) are shown in Figure 4.
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3.3. Binding Ability of roTNF and roIFT to P Proteins

The binding ability of roTNF and roIFT to P proteins of GI.1 and GII.4 HuNoV is
shown in Figure 5. The OD450 of negative control (1.0% BSA) was all less than 0.1. PGM
was used as a positive control. PGM (20.0 µg/mL) had positive binding abilities to the
GI.1 P protein and GII.4 P protein with a P/N of 2.460 and 3.067, respectively. A higher
concentration of PGM (1.0 mg/mL) had stronger binding abilities with a P/N of 2.978
and 4.813, respectively. The roTNF and roIFT also showed positive binding ability with
the GI.1 and GII.4 P proteins. The binding ability of roTNF with the GI.1 P protein (P/N
5.885) was slightly higher than the GII.4 P protein (P/N 5.327). The binding ability of roIFT
with the GI.1 P protein (P/N 6.974) was significantly higher than that of the GII.4 P protein
(P/N 3.949). These results may explain why GI.1 HuNoV was more often detected in
oyster tissues [12,20,24]. In addition, with the same molar concentration, the roIFT shows
higher binding ability with the GI.1 P protein than the roTNF. However, as the ELISA is a
semi-quantitative method, a more accurate method, such as the Biacore SPR system, should
be used to compare the binding ability between the above proteins and HuNoV in the
follow-up study.

3.4. Distribution of oTNF and oIFT in Oyster Tissues

As no commercial antibody against oTNF and oIFT was found, the colocalization
of these two proteins and HuNoV particles cannot easily be conducted by the multiplex
immunoassays. Therefore, the mRNA level of two proteins in four tissues was detected
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monthly by RT-qPCR, to evaluate the distribution of these two proteins (Figure 6a,b).
Figure 6c,d show the average fold change (mRNA level in tissue/mRNA level in the heart)
in four different tissues. As shown in Figure 6c, the mRNA level of oTNF in digestive
glands is the highest and is significantly higher than that of the heart (p < 0.001). This result
is consistent with other studies [40,41]. There was no significant difference in the mRNA
level of oTNF between the digestive glands and gills (p > 0.033). The mRNA level of oIFT
in the digestive glands (Figure 6d) was significantly higher than in other tissues (p < 0.001),
whereas mantle and gills had no significant difference in mRNA level (p > 0.033). As the
distribution of the GI.1 HuNoV [26] shows a similar pattern to that of oIFT and oTNF,
the oTNF and oIFT may play an important role in the bioaccumulation of GI.1 HuNoV in
oysters’ digestive glands.

Figure 5. The binding ability of PGM, roTNF, and roIFT to GI.1 and GII.4 HuNoV P proteins,
respectively. The OD450 of 1.0% BSA, negative control, was all less than 0.1. PGM was used as a
positive control. Taking the criterion of positive to negative (P/N) of ≥2.0.
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levels of oTNF (c) and oIFT (d) in four different tissues. (*, p < 0.033; **, p < 0.002; ***, p < 0.001).
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So far, our lab has identified three potential proteinaceous ligands of HuNoV from
oyster tissues: oHSP 70 [19], oTNF, and oIFT. However the contribution of each ligand to
the binding of HuNoV in the natural environment is still inconclusive. In addition, the other
mined proteins in the study need to be evaluated further. The fluorescence colocalization
of a broader range of genotypes of HuNoV and binding ligands needs to be further verified
to understand the mechanism of HuNoV accumulation in oysters. Those theoretical bases
can help develop new methods to block oyster enrichment or improve oyster purification
in the future.

4. Conclusions

In this study, the BSDS of GI.1 and GII.4 noroviruses were used to identify potential
proteinaceous ligands in four tissues of the oyster: gill, mantle, digestive gland, and heart,
and a library of 378 proteins was initially obtained by mass spectrometry. Subsequent
screening yielded 55 proteinaceous ligands candidates located in the digestive gland. We
finally selected two proteins, oTNF and oIFT, for subsequent validation and demonstrated
that the recombinant proteins of both had higher binding abilities for G I.1 than G II.4
HuNoV, even though all of them are positive. We then measured the mRNA levels of
both proteins in different tissues and showed that their expression was highest in digestive
glands and lowest in heart tissues, which is also consistent with the enrichment pattern in
oyster tissues for GI.1 HuNoV. Therefore we tentatively concluded that oTNF and oIFT are
potential proteinaceous binding ligands in Pacific oyster tissues.
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Appendix A

Table A1. Primer sequences used for qPCR.

Primer Name Sequence (5′→3′)

RS18 F GCCATCAAGGGTATCGGTAGAC
RS18 R CTGCCTGTTAAGGAACCAGTCAG
TNF F TCTGATTGGAGAAGAGACAA
TNF R TGATTCGTATGGAGTGCTT
ITF F GCCAGTCCAAAGTTGTCCAA
ITF R ACTACAGCACACTCCGTTCT
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Table A2. Reaction system of qPCR.

Reagent Volume/µL

2 × ChamQ Universal SYBR qPCR Master Mix 10
F 0.4
R 0.4

cDNA 1
ddH2O 8.2

Table A3. Reaction program of qPCR.

Stage Temperature/◦C Time/s Cycles

Initial denaturation 95 30 -
Denaturation 95 10

40Annealing 60 30
Extension 95 15

Dissolution curve
60 60 -
95 15
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Figure A1. The oTNF signal peptide and transmembrane domain prediction results. The above panel
shows that the probability of a signal peptide being present in the amino acid sequence of TNF is
extremely low (0.0361), so it is assumed that no signal peptide is present in this protein. The predicted
transmembrane domain results showed that amino acids 1–61 of the protein were located within the
cell membrane, amino acids 62–84 were in the transmembrane region, and amino acids 85–318 were
predicted to be in the extracellular domain.
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Figure A2. The oIFT signal peptide and transmembrane domain prediction results. The probability
of a signal peptide presented in the IFT amino acid sequence is also extremely low (0.0528), so it
is assumed that no signal peptide is present in this protein either. The predicted transmembrane
domains show that amino acids 1–12, 114–146, and 210–733 are outside the cell. The amino acids
13–32, 91–113, 147–166, and 187–209 are in the transmembrane domain, and the amino acids 33–90
and 167–186 are in the intracellular domain.

References
1. Chhabra, P.; de Graaf, M.; Parra, G.I.; Chan, M.C.; Green, K.; Martella, V.; Wang, Q.; White, P.A.; Katayama, K.; Vennema, H.; et al.

Updated classification of norovirus genogroups and genotypes. J. Gen. Virol. 2019, 100, 1393–1406. [CrossRef]
2. Liu, D.; Zhang, Z.; Wu, Q.; Tian, P.; Geng, H.; Xu, T.; Wang, D. Redesigned duplex RT-qPCR for the detection of GI and GII human

Noroviruses. Engineering 2020, 6, 442–448. [CrossRef]
3. Verhoef, L.; Hewitt, J.; Barclay, L.; Ahmed, S.M.; Lake, R.; Hall, A.J.; Lopman, B.; Kroneman, A.; Vennema, H.; Vinje, J.; et al.

Norovirus genotype profiles associated with foodborne transmission, 1999–2012. Emerg. Infect. Dis. 2015, 21, 592–599. [CrossRef]
4. Daniels, N.A.; Bergmire-Sweat, D.A.; Schwab, K.J.; Hendricks, K.A.; Reddy, S.; Rowe, S.H.; Fankhauser, R.L.; Monroe, S.S.;

Atmar, R.L.; Glass, R.I.; et al. A foodborne outbreak of gastroenteritis associated with Norwalk-like viruses: First molecular
traceback to deli sandwiches contaminated during preparation. J. Infect. Dis. 2000, 181, 1467–1470. [CrossRef]

5. Nicolay, N.; McDermott, R.; Kelly, M.; Gorby, M.; Prendergast, T.; Tuite, G.; Coughlan, S.; McKeown, P.; Sayers, G. Potential
role of asymptomatic kitchen food handlers during a food-borne outbreak of norovirus infection, Dublin, Ireland, March 2009.
Eurosurveillance 2011, 16, 10–15. [CrossRef]

http://doi.org/10.1099/jgv.0.001318
http://doi.org/10.1016/j.eng.2019.08.018
http://doi.org/10.3201/eid2104.141073
http://doi.org/10.1086/315365
http://doi.org/10.2807/ese.16.30.19931-en


Viruses 2023, 15, 631 14 of 15

6. Stals, A.; Baert, L.; Van Coillie, E.; Uyttendaele, M. Extraction of food-borne viruses from food samples: A review. Int. J. Food
Microbiol. 2012, 153, 1–9. [CrossRef]

7. Razafimahefa, R.M.; Ludwig-Begall, L.F.; Thiry, E. Cockles and mussels, alive, alive, oh—The role of bivalve molluscs as
transmission vehicles for human norovirus infections. Transbound. Emerg. Dis. 2020, 67, 9–25. [CrossRef]

8. Mcleod, C.; Hay, B.; Grant, C.; Greening, G.; Day, D. Localization of norovirus and poliovirus in Pacific oysters. J. Appl. Microbiol.
2009, 106, 1220–1230. [CrossRef]

9. Ueki, Y.; Shoji, M.; Suto, A.; Tanabe, T.; Okimura, Y.; Kikuchi, Y.; Saito, N.; Sano, D.; Omura, T. Persistence of caliciviruses in
artificially contaminated oysters during depuration. Appl. Environ. Microbiol. 2007, 73, 5698–5701. [CrossRef]

10. Jones, M.K.; Watanabe, M.; Zhu, S.; Graves, C.L.; Keyes, L.R.; Grau, K.R.; Gonzalez-Hernandez, M.B.; Iovine, N.M.; Wobus, C.E.;
Vinje, J.; et al. Enteric bacteria promote human and mouse norovirus infection of B cells. Science 2014, 346, 755–759. [CrossRef]

11. Ettayebi, K.; Crawford, S.E.; Murakami, K.; Broughman, J.R.; Karandikar, U.; Tenge, V.R.; Neill, F.H.; Blutt, S.E.; Zeng, X.;
Qu, L.; et al. Replication of human noroviruses in stem cell-derived human enteroids. Science 2016, 353, 1387–1393. [CrossRef]

12. Le Guyader, F.S.; Loisy, F.; Atmar, R.L.; Hutson, A.M.; Estes, M.K.; Ruvoen-Clouet, N.; Pommepuy, M.; Le Pendu, J. Norwalk
virus-specific binding to oyster digestive tissues. Emerg. Infect. Dis. 2006, 12, 931–936. [CrossRef]

13. Tian, P.; Engelbrektson, A.L.; Jiang, X.; Zhong, W.; Mandrell, R.E. Norovirus recognizes histo-blood group antigens on gas-
trointestinal cells of clams, mussels, and oysters: A possible mechanism of bioaccumulation. J. Food Prot. 2007, 70, 2140–2147.
[CrossRef]

14. Morozov, V.; Hanisch, F.; Wegner, K.M.; Schroten, H. Pandemic GII.4 Sydney and epidemic GII.17 Kawasaki308 Noroviruses
display distinct specificities for histo-blood group antigens leading to different transmission vector dynamics in Pacific oysters.
Front. Microbiol. 2018, 9, 2826. [CrossRef]

15. Tan, M.; Xia, M.; Cao, S.; Huang, P.; Farkas, T.; Meller, J.; Hegde, R.S.; Li, X.; Rao, Z.; Jiang, X. Elucidation of strain-specific
interaction of a GII-4 norovirus with HBGA receptors by site-directed mutagenesis study. Virology 2008, 379, 324–334. [CrossRef]

16. Maalouf, H.; Zakhour, M.; Le Pendu, J.; Le Saux, J.C.; Atmar, R.L.; Le Guyader, F.S. Distribution in tissue and seasonal variation
of norovirus genogroup I and II ligands in oysters. Appl. Environ. Microbiol. 2010, 76, 5621–5630. [CrossRef]

17. Tian, P.; Bates, A.H.; Jensen, H.M.; Mandrell, R.E. Norovirus binds to blood group A-like antigens in oyster gastrointestinal cells.
Lett. Appl. Microbiol. 2006, 43, 645–651. [CrossRef]

18. Zhang, Z.; Liu, D.; Wu, Q.; Lu, Y.; Tian, P.; Wang, Z.; Wang, D. Characterization of a histo-blood group antigen-like substance in
Romaine lettuce that contributes to human Norovirus attachment. J. Agric. Food Chem. 2020, 68, 1207–1212. [CrossRef]

19. Zhang, Z.; Liu, D.; Wu, Q.; Wang, D. Oyster heat shock protein 70 plays a role in binding of human noroviruses. Appl. Environ.
Microbiol. 2021, 87, e721–e790. [CrossRef]

20. Zakhour, M.; Maalouf, H.; Di Bartolo, I.; Haugarreau, L.; Le Guyader, F.S.; Ruvoen-Clouet, N.; Le Saux, J.; Ruggeri, F.M.;
Pommepuy, M.; Le Pendu, J. Bovine Norovirus: Carbohydrate ligand, environmental contamination, and potential cross-species
transmission via oysters. Appl. Environ. Microbiol. 2010, 76, 6404–6411. [CrossRef]

21. Drouaz, N.; Schaeffer, J.; Farkas, T.; Le Pendu, J.; Le Guyader, F.S. Tulane virus as a potential surrogate to mimic Norovirus
behavior in oysters. Appl. Environ. Microbiol. 2015, 81, 5249–5256. [CrossRef]

22. Niu, M.; Yu, Q.; Tian, P.; Gao, Z.; Wang, D.; Shi, X. Engineering bacterial surface displayed human Norovirus capsid proteins: A
novel system to explore interaction between norovirus and ligands. Front. Microbiol. 2015, 6, 1448. [CrossRef]

23. Xu, Q.; Ni, P.; Liu, D.; Yin, Y.; Li, Q.; Zhang, J.; Wu, Q.; Tian, P.; Shi, X.; Wang, D. A bacterial surface display system expressing
cleavable capsid proteins of human Norovirus: A novel system to discover candidate receptors. Front. Microbiol. 2017, 8, 2405.
[CrossRef]

24. Le Guyader, F.S.; Le Saux, J.; Ambert-Balay, K.; Krol, J.; Serais, O.; Parnaudeau, S.; Giraudon, H.; Delmas, G.; Pommepuy, M.;
Pothier, P.; et al. Aichi virus, Norovirus, Astrovirus, Enterovirus, and Rotavirus involved in clinical cases from a French
oyster-related gastroenteritis outbreak. J. Clin. Microbiol. 2008, 46, 4011–4017. [CrossRef]

25. Bi, S.; Chen, L.; Sun, Z.; Wen, Y.; Xue, Q.; Xue, C.; Li, Z.; Liu, H. Physiological responses of the triploid Pacific oyster (Crassostrea
gigas) to varying salinities of aquaculture seawater. Aquac. Res. 2021, 52, 2907–2914. [CrossRef]

26. Wang, D.; Wu, Q.; Kou, X.; Yao, L.; Zhang, J. Distribution of norovirus in oyster tissues. J. Appl. Microbiol. 2008, 105, 1966–1972.
[CrossRef]

27. Wang, D.; Zhang, D.; Chen, W.; Yu, S.; Shi, X. Retention of Vibrio parahaemolyticus in oyster tissues after chlorine dioxide
treatment. Int. J. Food Microbiol. 2010, 137, 76–80. [CrossRef]

28. Cheng, X.; Xiao, X.; Chou, K. pLoc-mEuk: Predict subcellular localization of multi-label eukaryotic proteins by extracting the key
GO information into general PseAAC. Genomics 2018, 110, 50–58. [CrossRef]

29. Liu, D.; Zhang, Z.; Liao, N.; Zou, S.; Tang, H.; Tian, P.; Young, G.M.; Wu, Q.; Wang, D. Culturable bacteria resident on lettuce
might contribute to accumulation of human noroviruses. Int. J. Food Microbiol. 2020, 317, 108492. [CrossRef]

30. Szklarczyk, D.; Gable, A.L.; Nastou, K.C.; Lyon, D.; Kirsch, R.; Pyysalo, S.; Doncheva, N.T.; Legeay, M.; Fang, T.; Bork, P.; et al.
The STRING database in 2021: Customizable protein-protein networks, and functional characterization of user-uploaded
gene/measurement sets. Nucleic Acids Res. 2021, 49, D605–D612. [CrossRef]

31. Lwa, S.H.; Chen, W.N. Hepatitis B virus X protein interacts with beta5 subunit of heterotrimeric guanine nucleotide binding
protein. Virol. J. 2005, 2, 76. [CrossRef]

32. Ishikawa, H.; Marshall, W.F. Ciliogenesis: Building the cell’s antenna. Nat. Rev. Mol. Cell Biol. 2011, 12, 222–234. [CrossRef]

http://doi.org/10.1016/j.ijfoodmicro.2011.10.014
http://doi.org/10.1111/tbed.13165
http://doi.org/10.1111/j.1365-2672.2008.04091.x
http://doi.org/10.1128/AEM.00290-07
http://doi.org/10.1126/science.1257147
http://doi.org/10.1126/science.aaf5211
http://doi.org/10.3201/eid1206.051519
http://doi.org/10.4315/0362-028X-70.9.2140
http://doi.org/10.3389/fmicb.2018.02826
http://doi.org/10.1016/j.virol.2008.06.041
http://doi.org/10.1128/AEM.00148-10
http://doi.org/10.1111/j.1472-765X.2006.02010.x
http://doi.org/10.1021/acs.jafc.9b05887
http://doi.org/10.1128/AEM.00790-21
http://doi.org/10.1128/AEM.00671-10
http://doi.org/10.1128/AEM.01067-15
http://doi.org/10.3389/fmicb.2015.01448
http://doi.org/10.3389/fmicb.2017.02405
http://doi.org/10.1128/JCM.01044-08
http://doi.org/10.1111/are.15117
http://doi.org/10.1111/j.1365-2672.2008.03970.x
http://doi.org/10.1016/j.ijfoodmicro.2009.10.022
http://doi.org/10.1016/j.ygeno.2017.08.005
http://doi.org/10.1016/j.ijfoodmicro.2019.108492
http://doi.org/10.1093/nar/gkaa1074
http://doi.org/10.1186/1743-422X-2-76
http://doi.org/10.1038/nrm3085


Viruses 2023, 15, 631 15 of 15

33. Winter, E.; Ponting, C.P. TRAM, LAG1 and CLN8: Members of a novel family of lipid-sensing domains? Trends Biochem. Sci.
2002, 27, 381–383. [CrossRef]

34. MacEwan, D.J. TNF ligands and receptors—A matter of life and death. Br. J. Pharmacol. 2002, 135, 855–875. [CrossRef]
35. Waters, J.P.; Pober, J.S.; Bradley, J.R. Tumour necrosis factor in infectious disease. J. Pathol. 2013, 230, 132–147. [CrossRef]
36. Goetz, F.W.; Planas, J.V.; Mackenzie, S. Tumor necrosis factors. Dev. Comp. Immunol. 2004, 28, 487–497. [CrossRef]
37. Kriegler, M.; Perez, C.; DeFay, K.; Albert, I.; Lu, S.D. A novel form of TNF/cachectin is a cell surface cytotoxic transmembrane

protein: Ramifications for the complex physiology of TNF. Cell 1988, 53, 45–53. [CrossRef]
38. Sun, Y.; Zhou, Z.; Wang, L.; Yang, C.; Jianga, S.; Song, L. The immunomodulation of a novel tumor necrosis factor (CgTNF-1) in

oyster Crassostrea gigas. Dev. Comp. Immunol. 2014, 45, 291–299. [CrossRef]
39. Qu, F.; Xiang, Z.; Zhang, Y.; Li, J.; Xiao, S.; Zhang, Y.; Qin, Y.; Zhou, Y.; Yu, Z. Molecular identification and functional

characterization of a tumor necrosis factor (TNF) gene in Crassostrea hongkongensis. Immunobiology 2017, 222, 751–758. [CrossRef]
40. Yu, F.; Zhang, Y.; Yu, Z. Characteristics and expression patterns of the lipopolysaccharide-induced TNF-alpha factor (LITAF) gene

family in the Pacific oyster Crassostrea gigas. Fish Shellfish Immunol. 2012, 33, 899–908. [CrossRef]
41. Zhang, D.; Jiang, J.; Jiang, S.; Ma, J.; Su, T.; Qiu, L.; Zhu, C.; Xu, X. Molecular characterization and expression analysis of a putative

LPS-induced TNF-alpha factor (LITAF) from pearl oyster Pinctada fucata. Fish Shellfish Immunol. 2009, 27, 391–396. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1016/S0968-0004(02)02154-0
http://doi.org/10.1038/sj.bjp.0704549
http://doi.org/10.1002/path.4187
http://doi.org/10.1016/j.dci.2003.09.008
http://doi.org/10.1016/0092-8674(88)90486-2
http://doi.org/10.1016/j.dci.2014.03.007
http://doi.org/10.1016/j.imbio.2017.02.002
http://doi.org/10.1016/j.fsi.2012.07.021
http://doi.org/10.1016/j.fsi.2009.04.006

	Introduction 
	Materials and Methods 
	Oyster Source and Acclimation 
	Protein Extraction 
	Construction of BSDS 
	Pulling down Potential Proteinaceous Ligand Candidates by BSDS 
	Identification of Proteinaceous Ligand Candidates 
	Prokaryotic Expression and Purification of oTNF and oIFT 
	Evaluation of the Binding Ability of roIFT and roTNF 
	mRNA Level of oTNF and oIFT in Oyster Tissues 
	Statistical Analysis 

	Results and Discussion 
	Identification of the Captured Proteins 
	Selection of Potential Proteinaceous Ligands 
	Binding Ability of roTNF and roIFT to P Proteins 
	Distribution of oTNF and oIFT in Oyster Tissues 

	Conclusions 
	Appendix A
	References

