
1SCIENtIFIC REPoRtS | 7: 8217  | DOI:10.1038/s41598-017-08566-x

www.nature.com/scientificreports

Characterization of the Mollusc 
RIG-I/MAVS Pathway Reveals 
an Archaic Antiviral Signalling 
Framework in Invertebrates
Baoyu Huang1,2,4, Linlin Zhang1,2,4, Yishuai Du1,2,4, Fei Xu1,2,4, Li Li1,3,4 & Guofan Zhang1,2,4

Despite the mitochondrial antiviral signalling protein (MAVS)-dependent RIG-I-like receptor (RLR) 
signalling pathway in the cytosol plays an indispensable role in the antiviral immunity of the host, 
surprising little is known in invertebrates. Here we characterized the major members of RLR pathway 
and investigated their signal transduction a Molluscs. We show that genes involved in RLR pathway 
were significantly induced during virus challenge, including CgRIG-I-1, CgMAVS, CgTRAF6 (TNF 
receptor-associated factor 6), and CgIRFs (interferon regulatory factors. Similar to human RIG-I, oyster 
RIG-I-1 could bind poly(I:C) directly in vitro and interact with oyster MAVS via its caspase activation 
and recruitment domains. We also show that transmembrane domain-dependent self-association 
of CgMAVS may be crucial for its signalling and that CgMAVS can recruit the downstream signalling 
molecule, TRAF6, which can subsequently activate NF-κB signal pathway. Moreover, oyster IRFs 
appeared to function downstream of CgMAVS and were able to activate the interferon β promoter 
and interferon stimulated response elements in mammalian cells. These results establish invertebrate 
MAVS-dependent RLR signalling for the first time and would be helpful for deciphering the antiviral 
mechanisms of invertebrates and understanding the development of the vertebrate RLR network.

Virus infection is a major threat to all living animals and hosts have evolved broadly active mechanisms to sense 
viruses and suppress their proliferation. In contrast to vertebrates, invertebrates rely on innate immunity alone 
for virus elimination1; however, the antiviral mechanisms in invertebrates, such as molluscs, are far less well 
studied than those of vertebrates2. Innate immunity is the primary antimicrobial response of metazoans and 
relies on recognition of conserved pathogen-associated molecular patterns (PAMPs) present in microorganisms 
by a limited number of germline genes encoding pathogen-associated pattern recognition receptors (PRRs)3. 
Vertebrates rely mainly on the interferon (IFN) system and the induction of IFN-stimulated genes (ISGs) to coun-
teract viruses4. Briefly, after virus infection, host PRRs sense viral PAMPs and initiate antiviral immune responses. 
These virus-activated PRRs trigger signalling cascades, leading to activation and expression of IFNs3. Secreted 
IFNs activate the JAK/STAT pathway to stimulate the expression of hundreds of ISGs5.

Among PRRs, the RLRs specifically detect viral RNA in the cytoplasm and induce the expression of IFNs6. The 
RLR family contains three members: RIG-I, melanoma differentiation-associated gene 5 (MDA5), and laboratory 
of genetics and physiology 2 (LGP2)7–9. RIG-I and MDA5 share a common domain organization, consisting of 
two tandem N-terminal caspase activation and recruitment domains (CARDs), a DExD/H-box RNA helicase 
domain, and a C-terminal regulatory domain (RD)10. CARD domains are responsible for cell signal transmission 
via the recruitment of downstream molecules, whereas RNA helicase and RD domains govern viral RNA bind-
ing11. LGP2, which lacks a CARD domain, can act as a natural negative regulator of virus-induced signalling6; 
however, it also appears to behave as a positive regulator in vivo in response to certain viruses through unknown 
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mechanisms6. Activated RIG-I and MDA5 are predicted to interact with the mitochondrial antiviral signalling 
(MAVS) protein (also known as IPS-1, VISA or Cardif) through CARD-CARD interaction, and this interaction 
induces the recruitment of downstream signalling molecules12–15. MAVS is the key adaptor molecule for RLR sig-
nalling. Mammalian MAVS are usually composed of an N-terminal CARD domain, a central proline-rich region, 
and a C-terminal transmembrane (TM) domain. The TM domain of MAVS is essential, both for its localization 
to the mitochondrial outer membrane and for its induction of type I interferon12. Importantly, the TM domain of 
MAVS is also crucial in mediation of MAVS self-association and signal transduction16, 17. Tumour necrosis factor 
(TNF) receptor-associated factor (TRAF) family members are involved in RLR signalling cascades downstream 
of MAVS18 and interaction between MAVS and TRAF3 is essential for interferon regulatory factor (IRF) 3/7 
activation and type I IFN production19, 20, whereas interaction of MAVS with TRAF2/6 is likely responsible for 
NF-κB activation14.

Among antiviral mechanisms in invertebrates, RNA interference (RNAi) is the most robust in inverte-
brates, especially insects and nematodes21. Aside from RNAi-mediated sequence-specific antiviral responses, 
a protein-based antiviral immune mechanism may also exist in some invertebrates2. One effector of antiviral 
responses in invertebrates is Vago, which appears to function as a cytokine, similar to mammalian IFN22–24. 
However, whether invertebrate RLRs or TLR homologs can recognize non-specific nucleic acids to activate anti-
viral cytokines and the details of the associated antiviral signalling transduction pathways are largely unknown 
and require further investigation.

The Pacific oyster (Crassostrea gigas) is a representative bivalve mollusc and lophotrochozoan protostome in 
which the antiviral immune mechanisms are poorly understood25–27. As a sessile filter feeder living in estuaries 
and intertidal zones, the oyster is constantly exposed to a wide range of pathogens, making it an attractive model 
for study of the invertebrate innate immune system. Oysters are widely distributed and support major aquaculture 
and fishery industries worldwide28; however, recent mass mortality of oysters caused by ostreid herpesvirus 1 
(OsHV-1) has severely affected Pacific oyster production29–35. Hence, there is an urgent need to better understand 
the immune mechanisms of oysters to facilitate development of new strategies to control OsHV-1.

Efforts have been made to elucidate the mechanisms of innate immunity in oysters and some progress has 
been made. Autophagy has been shown to play an important role in oyster antiviral immunity36. Moreover, 
poly(I:C) can induce a protective antiviral immune response against subsequent challenge with OsHV-1 in the 
Pacific oyster, suggesting that these organisms may be able to recognize non-specific nucleic acids37. Further 
research is needed to explore the PRRs that recognize virus PAMPs and the associated antiviral signalling path-
ways to elucidate the antiviral mechanisms of molluscs. Of note, the oyster genome is predicted to encode several 
evolutionarily conserved nucleic acid sensors and their downstream signalling molecules, including RLRs, TLRs, 
TRAF family members, and IRFs38, 39. Moreover, the transcription of many of these genes is induced after virus 
challenge26, 40–42; however, further detailed investigation is required before it is possible to conclude that oysters 
possess sophisticated and complex RLR or TLR antiviral signalling pathways. Furthermore, the functions of genes 
involved in invertebrate antiviral signalling pathways remain poorly studied. In this study, we characterized for 
the first time a functional MAVS-dependent RLR antiviral signalling pathway in the oyster. We identified a num-
ber of key genes in the Pacific oyster, Crassostrea gigas, homologous to those involved in the mammalian RLR 
antiviral signalling pathway, including the first cloned invertebrate MAVS gene. We focused on the roles of these 
genes in host responses to OsHV-1 and poly(I:C) challenge and elucidated details of the oyster RIG-I/MAVS 
signal transduction pathway. Functional studies of these novel molecules will be helpful for revealing the antiviral 
mechanisms in invertebrates and understanding the original formation of the RLR pathway of vertebrates.

Results
The antiviral response of RLR pathway genes after virus infection of oyster larvae.  
Characterization of transcriptomic responses to virus infection is an effective approach to reveal mechanisms 
of antiviral immunity. By analysing the transcriptome of oyster larvae infected with OsHV-1 at different devel-
opmental stages (Fig. 1A), we found that numerous genes in the RLR pathway were differentially regulated in 
response to viral challenge. RLRs are a family of cytoplasmic antiviral sensors43 and there is evidence that the 
oyster genome may encode more than ten of these proteins39. We chose ten oyster RLRs that we had confirmed 
by PCR amplification, and analysed their expression profiles in virus-infected oyster larvae (Fig. 1B). The results 
demonstrated that when larvae were infected at the U1 stage, the expression of all oyster RLRs was upregulated, 
and although the changes in gene expression levels were not completely uniform, they all peaked at the same time 
in the U3 stage.

The expression patterns of other genes that participate in the RLR pathway were also investigated (Fig. 1C,D). 
Briefly, expression of almost all of the test genes was induced by OsHV-1 virus challenge, with expression peaking 
at the U3 stage, except for CgTRAF6, whose expression peaked earlier, at the EU2 stage. Additionally, the expres-
sion of three CgIRF genes (Cg21170, Cg21171, and Cg03270) and two CgMITA genes (Cg03079 and Cg22970) was 
highly upregulated in response to viral challenge. In contrast, the expression of these genes in oyster larvae that 
developed normally and without a virus challenge did not exhibit the same upregulation or similar expression 
profiles (Supplementary Figs 1 and 2).

Identification of key genes in the oyster RLR antiviral signalling pathway. Almost all of the 
key genes of the RLR signalling pathway have been predicted in the genome of the Pacific oyster38. There is 
also evidence of massive expansion and functional divergence among oyster innate immunity genes39. To bet-
ter understand the function of the oyster RLR signalling pathway, we first cloned a number of key oyster genes 
homologous to those encoding mammalian RLR antiviral signalling pathway proteins, including CgRIG-I-1 
(Cg24392, GenBank Accession number: KY630188), CgMAVS (GenBank Accession number: KY630189), 
CgTRAF244 (Cg08964), CgTRAF345 (Cg23158), CgTRAF6 (Cg10206, GenBank Accession number: KY630190), 
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and two oyster IRF genes, CgIRF2 (Cg21171, GenBank Accession number: KY630191) and CgIRF8 (Cg03270, 
GenBank Accession number: KY630192), (see Supplementary data for sequence details) from the genome of 
C. gigas. Importantly, this includes the first reported cloning of a MAVS gene from an invertebrate. As MAVS is 
the most important adaptor in the RLR antiviral signalling pathway, the identification of a MAVS gene in oyster 
suggests that invertebrates may possess a functional RLR antiviral pathway.

Sequence and structural analysis of CgRIG-I-1 and CgMAVS. A full-length cDNA of 4502 bp was 
isolated from an oyster cDNA library and designated CgRIG-I-1. CgRIG-I-1 encodes a polypeptide of 1152 amino 
acids and SMART analysis of its predicted domain structure indicated the presence of two CARD domains, an 
RNA helicase domain and a C-terminal regulatory domain, consistent with the structures of human and zebrafish 
RIG-I (Fig. 2A). We also identified the first invertebrate MAVS-like gene in the Pacific oyster, CgMAVS. Similar to 
vertebrate MAVS, the CgMAVS protein is predicted to possess N-terminal CARD and C-terminal transmembrane 
(TM) domains (Fig. 2B). Sequence analysis demonstrated that the CARD domain of CgMAVS shares approxi-
mately 26% and 28% identity with those of the human and zebrafish MAVS proteins, respectively. However, 
CgMAVS also possesses a Death domain after its CARD domain, which is different from the proline-rich domains 
found in human and zebrafish MAVS proteins, suggesting that CgMAVS may recruit molecular partners different 
from those involved in mammalian MAVS signal transduction.

A phylogenetic tree was constructed based on the CARD domain of RIG-I and MAVS from human, mouse, 
chicken, Xenopus, fishes, and oysters (Fig. 2C). The phylogenetic tree suggests that the CARD domain of MAVS is 
different from those of RIG-I. The phylogenetic tree also shows that CgMAVS is the ortholog of vertebrate MAVS. 
As the first identified invertebrate MAVS gene, CgMAVS may be an ancestral molecule of mammalian MAVS, 
and vertebrate MAVS genes may have originated from invertebrate MAVS through gene duplication events and 
functional refinement. Additionally, four oyster RIG-Is with CARD domains form a cluster, which is divergent 
from that of vertebrate RIG-Is.

Figure 1. Response of oyster larvae to OsHV-1 infection. (A) Ratio of RNA-seq reads mapping to the 
OsHV-1 and Vibrio genomes; the number of oyster larvae is also shown. Sampling times of oyster larvae and 
abbreviations for developmental stages are the same as those in Table S12 of ref. 31. The abbreviations are: E: 
Egg; TC: Two cells; FC: Four cells; EM: Early morula; M: Morula; B: Blastula; RM: Rotary movement; FS: Free 
swimming; EG: Early gastrula; G: Gastrula; T: Trochophore; ED: Early D-shape larvae; D: D-shape larvae; EU: 
Early umbo larva; U: Umbo larva; LU: Later umbo larva; P: Pediveliger. S: Spat. (B) Expression of RIG-I like 
receptors (RLRs) in oyster larvae infected with OsHV-1. Cg24392, Cg14034, Cg22973, and Cg03083 are RLRs 
with CARD domains, and the remaining genes do not possess CARD domains. (C and D) Expression of genes 
involved in the RLR signalling pathway, including TRAF2 (Cg08964), TRAF3 (Cg23158), TRAF6 (Cg10206), 
three MITA (transmembrane protein 173) genes (Cg06439, Cg03079, and Cg22970), and three IRF genes 
(Cg21170, Cg21171, and Cg03270).
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CgRIG-I-1 responds to virus PAMP challenge and binds poly(I:C) directly. Previous studies have 
demonstrated that CgRIG-I-1 mRNA expression is upregulated after OsHV-1 challenge in oyster spat26. Our 
analysis found that CgRIG-I-1 also participates in antiviral immunity in oysters at the larval stage (Fig. 1B). In this 
study, poly(I:C), a synthetic double-stranded RNA (dsRNA) viral analogue that can induce protective antiviral 
immune responses in oyster against subsequent viral challenge, was used to stimulate the oysters. Quantitative 
RT-PCR and western blotting demonstrated upregulation of CgRIG-I-1 in response to poly(I:C) challenge 
(Fig. 3A and B).

As a PRR, human RIG-I can directly interact with poly(I:C) in the cytoplasm7. CgRIG-I-1 also locates in the 
cytoplasm (Supplementary Fig. 3). Therefore we speculated that CgRIG-I-1 may also bind poly(I:C) directly. 
To test this hypothesis, CgRIG-I-1-myc was expressed in HEK293T cells and subjected to poly(I:C) pull-down 
assays, with human RIG-I as a positive control. As a result, we detected an interaction between CgRIG-I-1 and 
poly(I:C), indicating that CgRIG-I-1 may act as a PRR and that the recognition of PAMPs may be crucial for trig-
gering a downstream signalling cascade (Fig. 3C).

CgMAVS is key adaptor protein of oyster RLR pathway. MAVS is the crucial adaptor protein in 
the RLR antiviral signalling pathway. It can interact with RIG-I via its N-terminal CARD domain to transduce 
immune signals and activate NF-κB and IRF312. To better understand the role of CgMAVS in antiviral immunity, 
we first performed CgMAVS RNA interference (RNAi) experiments. After knockdown of CgMAVS expression 
(Supplementary Fig. 4), OsHV-1 was injected into the muscles of oysters, and their mortality rates were recorded 
(Fig. 4A). The results demonstrated that suppression of CgMAVS significantly increased oyster mortality after 
OsHV-1 infection, suggesting that MAVS plays an important role in oyster antiviral immunity.

As CgMAVS also possesses an N-terminal CARD domain and localizes in cytoplasm (Supplementary Fig. 3), 
we used yeast two-hybrid (Y2H) and co-immunoprecipitation (Co-IP) assays to investigate potential interactions 
between CgMAVS and CgRIG-I-1. Initial experiments did not detect any interaction between the full-length 
CgRIG-I-1 and CgMAVS proteins by Y2H or Co-IP (data not shown). Therefore, we investigated the relationships 
between the CARD domains of CgRIG-I-1 and various deletion mutants of CgMAVS (Fig. 4B). In Y2H assays, 
growth and coloration tests indicated that the CARD domains of CgRIG-I-1 were capable of interacting with 
full-length CgMAVS; however, a CgMAVS protein lacking the transmembrane domain failed to bind the CARD 
domains of CgRIG-I-1 (Fig. 4C). Co-IP assays confirmed the Y2H results. Furthermore, when we replaced the 
TM domain of CgMAVS with that of human MAVS, the interaction between CgRIG-I-1 CARDs and CgMAVS 
was rescued (Fig. 4D).

To further investigate the immunological significance of CgMAVS, we performed qRT-PCR to determine 
the transcription levels of CgMAVS in response to poly(I:C) and OsHV-1 challenges (Fig. 5A and B). Although 

Figure 2. Sequence analysis of CgRIG-I-1 and CgMAVS. (A) Domain topology of CgRIG-I-1 compared 
with human RIG-I and zebrafish RIG-I. CARD: Caspase activation and recruitment domain, RIG-I-C-RD: 
C-terminal regulatory domain of RIG-I. (B) Domain topology of CgMAVS compared with human MAVS 
and zebrafish MAVS. TM: Transmembrane domain. (C) Neighbour-joining tree of RIG-I and MAVS was 
constructed using protein sequences of CARD domains. The numbers at nodes indicate bootstrap values. The 
phylogenetic tree was built with Mega v5.05. The neighbour-joining method was used to calculate the trees, 
with 1000 bootstrap tests.
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CgMAVS was not dramatically upregulated, its response to the virus and poly(I:C) challenges suggests that 
CgMAVS may function in oyster antiviral immunity.

The TM-dependent self-association of human MAVS is crucial in antiviral innate immune signalling16. 
We speculated that CgMAVS may also form homodimers. Y2H and Co-IP assays were employed to detect 
self-association of CgMAVS. In the Y2H assay, growth and coloration tests indicated that CgMAVS could form 
dimers. Additionally, experiments using CgMAVS lacking the TM domain indicated a clear attenuation of the 
self-association (Fig. 5C). The co-IP experiments confirmed the Y2H results. Furthermore, when we replaced 
the TM domain of CgMAVS with that of human MAVS, an interaction between Myc-tagged CgMAVS and 
FLAG-tagged CgMAVS-HsTM was detected (Fig. 5D).

CgTRAF6 binds CgMAVS and specifically activates the NF-κB pathway. The RLR signalling adap-
tor MAVS needs to recruit other molecules such as TRAF6 to accomplish signal transduction12, 14, 46. Herein, we 
cloned the oyster TRAF6 gene homolog, CgTRAF6. Analysis of the expression pattern of CgTRAF6 mRNA after 
OsHV-1 challenge in oyster spat26 and larvae (Fig. 1C) showed only a slight upregulation in response to challenge. 
CgTRAF6 expression was also slightly upregulated after poly(I:C) challenge (Fig. 6A). Y2H and co-IP assays 
showed that CgTRAF6 interacts with CgMAVS (Fig. 6B and C), suggesting that CgTRAF6 could be recruited 
by CgMAVS during oyster immune responses. Next, dual-luciferase reporter assays were employed to deter-
mine whether CgTRAF6 could activate transcription through the NF-κB, interferon-stimulated response ele-
ment (ISRE), and interferon β (IFNβ) promoters. Overexpression of CgTRAF6 specifically activated NF-κB in 
a dose-dependent manner (Fig. 6D), but had no effect on the ISRE and IFNβ promoters (data not shown). This 
indicates that CgMAVS may specifically recruit CgTRAF6 during NF-κB activation. Nevertheless, CgMAVS itself 
could not activate the NF-κB promoter, and even attenuates CgTRAF6-dependent NF-κB activation in HEK293T 
cells (Supplementary Fig. 5).

CgIRFs respond to virus challenge and activate the IFNβ and ISRE promoters. In addition to 
its interaction with TRAF6, MAVS activates another signalling cascade, leading to the phosphorylation and 

Figure 3. CgRIG-I-1 responds to poly(I:C) challenge and binds poly(I:C) in vitro. (A and B) Expression profiles 
of CgRIG-I-1 after poly(I:C) challenge analysed by quantitative real-time PCR (qRT-PCR) and western blot, 
respectively. qRT-PCR was performed in triplicate for each sample using the β-actin gene as an internal control. 
Expression levels were determined using the 2−ΔΔCT method. The expression level at 0 h post PBS injection was 
set as baseline (1.0). Vertical bars represent the mean ± SD (N = 3). *P < 0.05, between challenged and control 
at the same time point. (C) Poly(I:C) pull-down assay demonstrating that CgRIG-I-1 can bind poly(I:C) in vitro.
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activation of the transcription factors IRF3 and IRF7, which in turn activate the expression of type I IFN genes 
and responses to virus infection18. In the present study, two oyster IRF genes were identified and named CgIRF2 
and CgIRF8, as their sequences are most similar to the vertebrate IRF2 and IRF8 genes. The expression of CgIRF2 
and CgIRF8 mRNA in oyster spat26 and larvae (Fig. 1D) showed dramatic upregulation after OsHV-1 chal-
lenge. Quantitative real-time PCR analysis revealed that CgIRF2 and CgIRF8 mRNA expression was induced 
by poly(I:C) challenge (Fig. 7A and D). Additionally, we investigated the mRNA expression patterns of CgIRFs 
after RNAi knockdown of CgMAVS to search for clues that oyster IRFs participate in the RLR signalling pathway. 
The qRT-PCR results showed that when CgMAVS expression was suppressed via RNAi (Supplementary Fig. 4), 
CgIRF2 and CgIRF8 mRNA expression decreased (Supplementary Figs 6 and 7). The similar expression profiles 
after poly(I:C) stimulation and RNAi suggest that CgIRFs and CgMAVS may function in the same signalling 
pathway, as suggested by Segal et al.47, 48.

To determine whether CgIRFs possess transcription factor activity similar to that of vertebrate IRFs, dual 
luciferase reporter gene assays were performed to investigate the effect of CgIRF2 and CgIRF8 on the IFNβ and 
ISRE promoters. The results showed that as the amount of transfected CgIRF2-expressing plasmid was increased 
from 100 to 200 and 400 ng, the activity of the IFNβ promoter was upregulated by 3.6, 5.4, and 6.4 fold, respec-
tively, compared with the control (Fig. 7B). CgIRF2 also activated the ISRE promoter in a dose-dependent man-
ner (Fig. 7C) and CgIRF8 similarly activated transcription from the IFNβ and ISRE promoters (Fig. 7E and F). 
These results suggest that CgIRFs may act as transcriptional regulators through promoters containing mamma-
lian IFNβ and ISRE sequences. We also noticed that CgMAVS itself could not activate the IFNβ or ISRE promoter 
in human cells and the overexpressed CgMAVS attenuates the CgIRF2 or CgIRF8-dependent IFNβ and ISRE 
promoter activation (Supplementary Figs 8–11).

Finally, to directly assess the subcellular localization of CgIRF2 and CgIRF8, HeLa cells were transfected with 
plasmids encoding GFP-tagged CgIRF2 and CgIRF8, counterstained with Hoechst to identify nuclei, and exam-
ined by confocal laser-scanning microscopy. The fluorescent signals representing the CgIRF2 and CgIRF8 fusion 
proteins were distributed in a disperse manner, in both the cytoplasm and the nucleus (Supplementary Fig. 12).

Discussion
Animals are constantly threatened by the invasion of various viruses and have evolved systems of immune defence 
to eliminate infective viruses from the body. Innate immunity is one of the first lines of defence in animals and 
relies primarily on the recognition of PAMPs via PRRs. In this report, we describe the first identification of a 
functional antiviral RLR signalling framework in the Pacific oyster based on the characterization of number of 

Figure 4. CgMAVS is involved in the antiviral immunity of the oyster and interacts with the CARD domains 
of CgRIG-I-1. (A) RNA interference of CgMAVS led to increased sensitivity of oysters to OsHV-1 infection. 
Healthy oysters were injected with PBS (control), CgMAVS-, or GFP-siRNA (negative control) and 72 h 
later challenged with 106 OsHV-1 virus particles and cumulative mortality recorded every 24 h after virus 
challenge. (B) Names and schematic representations of the full-length and truncated proteins used in this study. 
HsTM: transmembrane domain of human MAVS. (C and D) Interaction between CgMAVS and CgRIG-I-1 
was detected by yeast two hybrid (Y2H) (C) and co-immunoprecipitation (Co-IP) (D) assays. DDO: -Leu/-
Trp double-dropout media, QDO/X/A: -Ade/-His/-Leu/-Trp quadruple dropout media with X-α-Gal and 
aureobasidin. The transmembrane domain of CgMAVS is important in mediating this interaction.
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genes involved in the RLR pathway. We analysed the roles of these genes in antiviral immunity, revealing aspects 
of the C. gigas RLR signalling pathway.

Transcriptomic analysis of virus-infected Pacific oysters provides an opportunity to identify immune-related 
genes and pathways that participate in antiviral immunity. A previous transcriptomic study reported that expres-
sion of almost all oyster genes in the RLR pathway was induced in oyster spat after OsHV-1 challenge26. We 
analysed the transcriptomes of oyster larvae infected by OsHV-1 at different developmental stages, and found 
that oyster larvae mortality occurred at the U1–U3 stage and that OsHV-1 began to proliferate before the onset 
of mortality (Fig. 1A), suggesting that the cause of mortality is likely to be virus infection, rather than an effect 
of Vibrio. The results demonstrated that numerous genes of the RLR pathway were differentially regulated in 
response to viral challenge in oyster larvae (Fig. 1B–D). The expression profiles of the RLR genes investigated 
in our study were very similar, with expression peaking at the U3 stage. Interestingly, the expression patterns of 
genes encoding RLR proteins without CARD domains were identical to those containing CARD domains. The 
function of RLRs without CARD domains has not been well studied, although it is thought that they may function 
as modulators or suppressors of RLR signalling49. The expression profile of genes encoding RLR proteins without 
CARD domains identified in this study suggests that they may be involved in antiviral immunity in oyster larvae; 
however, determination of their function will require further study. The expression profiles of other signalling 
molecules were similar to those of RLR genes, except for CgTRAF6. The different expression profile of CgTRAF6 
may indicate that it is an important gene that regulates the development of C. gigas larvae, or that it is regulated 
by other factors.

The induced gene expression of RLR pathway genes after virus challenge make us speculate that there is a 
functional RLR signalling pathway in the Pacific oyster. Antiviral signalling is initiated by the recognition of 
PAMPs by PRRs. RLRs are crucial PRRs located in the cytoplasm that sense viral RNA PAMPs50. The RLR iden-
tified in this report, CgRIG-I-1, has functional domains similar to those of a previously identified oyster RLR51 
and vertebrate RLRs with CARD domains49 (Fig. 2A). The expression of CgRIG-I-1 was induced by OsHV-1 and 
poly(I:C) challenge, suggesting that it could be involved in oyster antiviral immunity. Given that poly(I:C) can 
induce a protective antiviral immune response in oysters against subsequent viral challenge and that CgRIG-I-1 
possesses a helicase domain similar to that of human RIG-I, which can bind poly(I:C) directly in vitro7, we exam-
ined the interaction between poly(I:C) and CgRIG-I-1 and found that CgRIG-I-1 could bind poly(I:C) directly 
in vitro (Fig. 3C). These results indicate that CgRIG-I-1 may be a molecular PRR of oyster that recognizes virus 
PAMPs, acting as a crucial trigger for downstream signalling cascades. Considering that more than ten RLRs exist 
in the oyster genome39, the virus recognition mechanisms of oyster RLRs requires further investigation.

Figure 5. CgMAVS responds to poly(I:C) and OsHV-1 challenges and forms homodimers. (A and B) 
Expression profile of CgMAVS after poly(I:C) and OsHV-1 challenges analysed by qRT-PCR. (D and E) 
Dimerization of CgMAVS was analysed by Y2H (D) and Co-IP (E). DDO: -Leu/-Trp double-dropout media, 
QDO/X/A: -Ade/-His/-Leu/-Trp quadruple-dropout media with X-α-Gal and aureobasidin. The TM domain of 
CgMAVS was important in mediating this interaction.
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After sensing viral infections, RLRs interact with downstream adaptor proteins to initiate signalling cas-
cades. MAVS is the crucial adaptor protein that binds RLRs via CARD-CARD interaction12; however, no MAVS 
homolog was previously characterized in invertebrates. In this study, we identified the first invertebrate MAVS 
gene in the Pacific oyster, C. gigas. Similar to vertebrate MAVS proteins, CgMAVS possesses an N-terminal CARD 
domain and C-terminal transmembrane domain (Fig. 2B). In contrast to vertebrate MAVS proteins, which 
include a proline-rich domain following the CARD domain, CgMAVS contains a Death domain. This difference 
may result in the recruitment of differing downstream signalling molecules by MAVS, suggesting differing signal-
ling transduction patterns between oyster and vertebrate RLRs.

An RNAi assay demonstrated that knockdown of CgMAVS resulted a clear increase in mortality after 
OsHV-1 challenge (Fig. 4A), suggesting the important roles that CgMAVS plays in oyster antiviral immunity. 
To investigate the roles that MAVS protein plays in signal transduction, we generated a number of truncated 
mutant proteins to examine the relationship between CgRIG-I-1 and CgMAVS; however, no interaction was 
detected between full-length CgRIG-I-1 and CgMAVS in HEK293T cells. This may be due to the inactive state of 
CgRIG-I-1 in resting state cells52 or other unknown reasons. Next, we investigated the interactions between the 
CARD domains of CgRIG-I-1 and full-length CgMAVS. The results of Y2H and co-IP assays demonstrated an 
interaction between the CgRIG-I-1 CARD domains and CgMAVS, suggesting a conserved CARD-CARD inter-
action between CgRIG-I-1 and CgMAVS, and that oyster RIG-I-1 can recruit CgMAVS for signalling transduc-
tion. It has been reported that the C-terminal TM domain of MAVS is essential for its function12, and in our study, 
we found that CgMAVS lacking the TM domain failed to bind the CgRIG-I-1 CARD domains; however, when the 
TM domain of CgMAVS was replaced with that of human MAVS, the interaction between the CgRIG-I-1 CARDs 
and CgMAVS was rescued (Fig. 4C and D). These results indicate that the TM domain of CgMAVS is likely to 
be essential for its signalling and function. More extensive studies are required to determine the factors that 
influence the interaction between CgRIG-I-1 and CgMAVS. Additionally, the expression of CgMAVS itself was 
induced by challenge with poly(I:C) and OsHV-1, although the upregulation was not dramatic (Fig. 5A and B).  
Together, these data indicate that CgMAVS is likely to play an essential role in oyster antiviral responses and 
signal transduction.

On sensing a signal from RIG-I, MAVS dimerizes to create a signalling platform, leading to recruitment of 
members of the TRAF adaptor family and resulting in IRF3/7 activation mediated by TRAF3 or NF-κB activation 
mediated by TRAF2 and TRAF653. MAVS TM-dependent self-association is crucial for mediation of antiviral 
immunity16, 17. The results of our study demonstrate that CgMAVS can form dimers and that the TM domain 
is essential for mediating this self-association (Fig. 5C and D). The dimerization of CgMAVS may be necessary 

Figure 6. CgTRAF6 interacts with CgMAVS and specifically activates the NF-κB pathway. (A) Expression 
profile of CgTRAF6 after poly(I:C) challenge determined by qRT-PCR. (B and C) Interaction between 
CgTRAF6 and CgMAVS detected by Y2H (B) and Co-IP (C). DDO: -Leu/-Trp double-dropout media, 
QDO/X/A: -Ade/-His/-Leu/-Trp quadruple-dropout media with X-α-Gal and aureobasidin. (D) CgTRAF6 
specifically activated the NF-κB promoter in a concentration-dependent manner. The activation was detected 
using dual luciferase reporter assays in human HEK293T cells.
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for MAVS signalling, and more in-depth studies are required to determine the mechanisms regulating CgMAVS 
dimerization and elucidate the relationship between its dimerization and oyster antiviral immunity. As discussed 
above, some TRAF family members are signalling molecules recruited by MAVS, including TRAF2, TRAF3, and 
TRAF6. In our previous study, we did not detect interactions between CgMAVS and CgTRAF244 or CgTRAF3 
(data not shown). These differences in signalling transduction may be due to the different domain structure of 
CgMAVS, and it is possible that CgMAVS may recruit other TRAF molecules, as numerous TRAF family mem-
bers are encoded in the oyster genome39. In this study, we identified a TRAF family member, CgTRAF6 that could 
interact with CgMAVS (Fig. 6B and C). The expression of CgTRAF6 was induced slightly after poly(I:C) challenge 
(Fig. 6A). Importantly, CgTRAF6 could activate the NF-κB promoter in a concentration-dependent manner in 
mammalian cell lines (Fig. 6D). These results indicate that oyster MAVS can recruit TRAF6, and TRAF6 may fur-
ther activate NF-κB. In our study, we found that CgMAVS itself could not activate the NF-κB, and even attenuates 
CgTRAF6-dependent NF-κB activation in HEK293T cells (Supplementary Fig. 5). This result may due to the low 
similarity and different domain structure between the oyster and human MAVS, oyster MAVS could not func-
tion totally as a key adaptor protein in human cell lines. And the details of the signal transduction and activation 
mechanism involved in this process require further investigation.

As mentioned above, mammalian MAVS can also recruit TRAF3 and thereby activate IRF3 or IRF7, a process 
crucial for the induction and expression of IFN genes19, 20. Although no IFN homologs have been identified in 
C. gigas, several key elements of the IFN pathway are present in the oyster genome, including genes involved in 
JAK/STAT signalling, IRFs, and many ISGs; therefore, it has been hypothesized that the role of IFNs in the oys-
ter may be assumed by genes without recognizable homology to vertebrate IFN26. Homologs of IRF3 and IRF7 
were not found in the Pacific oyster genome. Rather, four IRF-like genes were identified: three are homologs 
of IRF2 (Cg05133, Cg21171 and Cg21170) and one is related to IRF8 (Cg03270). In this study, two IRF genes, 
CgIRF2 (Cg21171) and CgIRF8 (Cg03270), were identified. The expression of CgIRF2 and CgIRF8 was induced 
after OsHV-1 challenge in oyster spat26 and larvae (Fig. 1D) and after poly(I:C) challenge (Fig. 7A and D).  
Importantly, CgIRF2 and CgIRF8 appear to be able to regulate transcription through promoters containing mam-
malian IFNβ and ISRE sequences, though CgMAVS have no effect on the IFNβ and ISRE promoter. The subcel-
lular localization of CgIRF2 and CgIRF8 in HeLa cells indicates that they may function in both the cytoplasm 
and the nucleus. In summary, these results suggest that oyster IRF genes may be crucial transcription factors 
with conserved functions in antiviral immunity. As oysters possess only four IRF genes, whereas there are nine 
such genes in mammals with various functions54, functional diversification may have occurred during IRF gene 
evolution. Oyster IRFs may have functions similar to those of vertebrate IRF3 or IRF7, participating in antiviral 
signalling. Interestingly, the similar expression profiles observed after poly(I:C) stimulation and MAVS-RNAi 
knockdown suggest that CgIRFs and CgMAVS may function in the same signalling pathway47. However, the 

Figure 7. CgIRF2 and CgIRF8 respond to poly(I:C) challenge and activate human IFNβ and ISRE promoters. 
(A) Expression profile of CgIRF2 mRNA after poly(I:C) challenge analysed by qRT-PCR. (B and C) CgIRF2 
specifically activated the human IFNβ (B) and ISRE (C) promoters in a concentration-dependent manner. The 
activation was detected using dual luciferase reporter assays in human HEK293T cells. (D) Expression profile 
of CgIRF8 mRNA after poly(I:C) challenge analysed by qRT-PCR. (E and F) CgIRF8 specifically activated the 
human IFNβ (E) and ISRE (F) promoters in a concentration-dependent manner.
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signal transduction from CgMAVS to CgIRFs and mechanisms underlying activation of oyster IRFs require addi-
tional in-depth research.

In conclusion, we demonstrate for the first time that a MAVS-dependent RLR antiviral signalling pathway 
is conserved and functional in the Pacific oyster. AS a PRR, CgRIG-I-1 could bind poly(I:C) directly in vitro. 
CgMAVS is the first cloned invertebrate MAVS gene. Similar to human MAVS, CgMAVS interact with CgRIG-I-1 
by a CARD-CARD interaction and could form homodimers in TM-dependent manner; CgMAVS also recruits 
CgTRAF6, and CgTRAF6 subsequently activates NF-κB. However, unlike human MAVS, CgMAVS could not 
interact with CgTRAF3, suggesting differing signalling transduction patterns between oyster and vertebrate 
RLRs. Additionally, oyster IRFs might function downstream of CgMAVS and were able to activate the IFNβ and 
ISRE promoter in mammalian cells. Our study will not only contribute to the understanding of antiviral mecha-
nisms in invertebrates and the evolution of the vertebrate RLR signalling pathway, but also provide resources for 
further investigations into oyster immunity, and make contribution to the finding antiviral strategies for virus 
control in oysters.

Materials and Methods
Ethics statement. Experiments in this study were conducted with approval from Experimental Animal 
Ethics Committee, Institute of Oceanology, Chinese Academy of Sciences, China.

Animals and pathogens. Healthy Pacific oysters, with an average shell height of 60 mm, were collected 
from a farm in Qingdao, Shandong Province, China. All animal experiments were conducted in accordance with 
the guidelines and approval of the respective Animal Research and Ethics Committees of the Chinese Academy of 
Sciences. Experimental specimens were acclimatized in aerated and filtered seawater at 22 ± 0.5 °C for more than 
one week prior to execution of experiments. OsHV-1 suspension was prepared from the gill and mantle tissues of 
virus-infected oysters and stored at −80 °C according to the previously published methods55.

Cloning and sequence analysis of oyster RLR pathway genes. Total RNA was extracted from oyster 
gill and mantle samples using TRIzol Reagent (Invitrogen, USA) and then treated with DNase I (Promega, USA). 
First-strand cDNA synthesis using the treated RNA as a template was performed using Promega M-MLV reverse 
transcriptase according to the manufacturer’s instructions. Then using information from the C. gigas genome38, 
gene fragments were amplified using specific primers (Supplementary Table 1). Using sequence information from 
the amplified gene fragments, gene-specific primers were designed for 3′ and 5′ rapid amplification of cDNA ends 
(RACE). RACE cloning was performed using two rounds of nested PCR and the touchdown program according 
to previously described methods44. Finally, PCR products were purified using the E.Z.N.A Gel Extraction Kit 
(OMEGA, USA) and cloned into the pMD19-T vector (TaKaRa, Japan) and the recombinant vectors were trans-
formed into Trans1-T1 competent cells (Transgen, China) and sequenced.

Open Reading Frame Finder (http://www.ncbi.nlm.nih.gov/gorf/orfig.cgi) was used to analyse cDNA 
sequences and deduce the corresponding polypeptides they encode. SMART (Simple Modular Architecture 
Research Tool) (http://smart.emblheidelberg.de) was used to predict protein domains. Protein sequences from 
different species were downloaded from NCBI (http://www.ncbi.nlm.nih.gov/guide/proteins/) and compared 
using the ClustalW2 program (http://www.ebi.ac.uk/Tools/msa/clustalw2/). A phylogenetic tree was constructed 
using the program MEGA (Version 5.05), with the neighbour-joining algorithm. Reliability of the branching was 
tested using bootstrap resampling (1000 pseudo-replicates) (http://www.megasoftware.net).

Transcriptomic analysis of RLR genes in oyster larvae. Transcriptome data from oyster larvae 
infected with OsHV-1 were downloaded from the NCBI database, under the BioProject number PRJNA14632938. 
In addition, transcriptome data from normally developed oysters not infected with virus were also downloaded 
from the NCBI database, under the BioProject number PRJNA27790138. The gene expression data measured by 
RPKM (reads per kilobase per million mapped reads) were acquired from these two published data.

Expression analysis of RLR pathway genes. To analyse the expression profile of genes after chal-
lenge, C. gigas were divided into 3 groups (n = 50 per group), in which oysters received muscle injections with 
PBS (controls), 100 μg of poly(I:C), or 100 μL of OsHV-1 suspension at 104 copies of viral DNA copies/μL. The 
haemolymph from challenged oysters was sampled at 0, 6, 12, 24, 48, and 72 h post injection, with each sample 
consisting of pooled haemolymph from six oysters. Samples were subjected to RNA extraction and qRT-PCR 
analysis. Briefly, qRT-PCR was performed in a 7500 Fast Real-Time PCR System (ABI, USA) using a SYBR Green 
Real Time PCR Master Mix kit (TaKaRa) to quantify the mRNA expression of genes. The primers used for the 
qRT-PCR analysis are listed in Supplementary Table 1. Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) 
and β-actin (ACTB) genes were employed as internal controls for cDNA normalization.

Poly(I:C) pull-down assay. We performed an in vitro poly(I:C) pull-down assay to detect the interaction 
between this synthetic dsRNA viral analogue poly(I:C) and oyster RIG-I-1 protein. Poly(I:C) was conjugated 
with biotin using an EZ-Link Psoralen-PEG3-Biotin kit (Thermo, USA) by exposure to UV (365 nm wavelength), 
according to the manufacturer’s instructions. Lysates from 293 cells transfected with the indicated plasmids were 
incubated with biotinylated-poly(I:C) for 1 h at room temperature and then incubated with streptavidin beads 
for a further 45 min at 4 °C. The beads were washed three times with lysis buffer and analysed by immunoblotting 
with an anti-Myc antibody (Roche, USA).

CgMAVS RNAi assays. Small interfering RNAs (siRNAs) targeting CgMAVS were synthesized by 
GenePharma (Shanghai, China) based on the gene sequence (Supplementary Table 1) along with a negative con-
trol (NTC) siRNA, consisting of a scrambled version of the CgMAVS-targeting sequence. Then, 150 oysters were 
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randomly divided into three groups of 50 individuals each. In the first group, each oyster received a muscle 
injection of 100 mg CgMAVS-siRNA, whereas the control groups received injections of NTC-siRNA (100 mg per 
oyster) or PBS. At 0, 24, 48, 72, 96, 120, 144, and 168 h after injection, three individuals from each group were 
randomly chosen for haemolymph collection. These samples were immediately centrifuged at 800 g for 10 min 
at 4 °C to harvest the haemocytes for RNA extraction. The qRT-PCR template was prepared and qRT-PCR was 
performed to determine mRNA expression levels of CgMAVS or downstream genes following knockdown of 
CgMAVS. For virus challenge tests, healthy oysters were injected with siRNA and, 72 h later, challenged with 106 
viral DNA copies suspended in 100 μL of PBS. Oysters were maintained in culture flasks following infection. 
Experiments were performed in triplicate and cumulative mortality was recorded every 24 h after virus injection.

Plasmid construction, cell culture, and transfection. The open reading frame (ORF) regions of 
each gene were amplified using Phusion High-Fidelity DNA polymerase (Thermo) with specific primers 
(Supplementary Table 1). pCMV-Myc (Clontech, USA), pEGFP-N1 (Clontech), and pCMS-EGFP-FLAG plas-
mids (constructed by our lab) were digested with EcoRI, XhoI, and XhoI (New England Biolabs, USA), respec-
tively, and the purified PCR products were fused with the purified digested plasmids using the Ligation-Free 
Cloning System (Applied Biological Materials, Inc., Canada), according to the manufacturer’s instructions.

HeLa cells (ATCC, USA) were cultured in modified Roswell Park Memorial Institute (RPMI)-1640 medium 
(HyClone, USA), and HEK293T cells (ATCC) were cultured in Dulbecco’s modified Eagle medium (high glucose) 
(HyClone). Both types of media were supplemented with 10% heat-inactivated foetal bovine serum (Gibco, USA) 
and 1× penicillin-streptomycin solution (Solarbio, China). Cells were grown in an atmosphere of 95% air/5% 
CO2 at 37 °C and subcultured every 3–4 days. Plasmids were transfected into HeLa or HEK293T cells using 
Lipofectamine 3000 reagent (Life Technologies, USA) according to the manufacturer’s instructions.

Yeast two-hybrid assay. Yeast two-hybrid (Y2H) assays were performed to detect interactions between 
proteins. Briefly, using the Y2H system (Clontech Matchmaker Gold Yeast Two-Hybrid System; TaKaRa), the 
fusion protein expression plasmids pGADT7 (AD vector) and pGBKT7 (BD vector) were transformed into the 
Y187 and Gold yeast strains, respectively, according to the manufacturer’s instructions. Y187 cells were cul-
tured on selective plates with synthetically defined (SD) medium lacking leucine (SD/-Leu), whereas Gold cells 
were cultured on SD plates lacking tryptophan (SD/-Trp). After 3–5 days, yeast strains able to grow on SD/-Leu 
and SD/-Trp medium were hybridized in 2× yeast extract peptone dextrose (YPDA) medium and selected on 
double drop-out (SD/-Leu/-Trp) medium. Interactions between proteins were detected based on the ability of 
the hybridized clones to grow on quadruple drop-out (SD/-Ade/-His/-Leu/-Trp) medium supplemented with 
X-α-Gal and aureobasidin A (TaKaRa).

Co-immunoprecipitation assays. HEK293T cells were divided between two or more Petri dishes (10 cm 
diameter, Corning, USA) and cultured for 24 h. Fused pCMV-Myc plasmids were co-transfected with vectors 
expressing FLAG-tagged fusion proteins or empty FLAG vector (control). After 24 h, cells were harvested in cell 
lysis buffer (Beyotime). Input samples were prepared from the cell lysate and the remaining lysates were mixed 
with the anti-FLAG M2 magnetic beads (Sigma, USA) under gentle shaking on a roller at 4 °C for 2–4 h. The 
beads were then washed three times with cell lysis buffer. Input and co-IP samples were incubated with 2 × pro-
tein sodium dodecyl sulphate polyacrylamide gel electrophoresis loading buffer (TaKaRa) at 100 °C for 3–5 min. 
Proteins were analysed by western blotting using anti-Myc antibody and anti-FLAG antibodies (Sigma).

Dual-luciferase reporter assays. Dual-luciferase reporter assays were performed in HEK293T cells to 
detect the effects of oyster proteins on transcription from the NF-κB, ISRE, and IFNβ promoters using Myc-fused 
protein expressing vectors. Briefly, cells in 24-well plates (Corning, USA) were transfected with 0.1 μg of reporter 
gene plasmids, 0.01 μg of pRL-CMV Renilla luciferase plasmid (Promega), and varying amounts of expression 
plasmids or empty expression vectors (as controls). The pRL-CMV Renilla luciferase plasmid was used as an 
internal control. At 24–48 h post transfection, the Dual-Luciferase Reporter Assays System (Promega) was used 
to measure the activity of firefly and Renilla luciferase according to the manufacturer’s instructions. Experiments 
were performed in triplicate.

Subcellular localization assay. HeLa cells were transfected with pEGFP-CgIRF2, pEGFP-CgIRF8, 
or pEGFP-N1 and washed once with PBS 24 h post-transfection, followed by staining with Hoechst 33342 
(Invitrogen, USA) in PBS (2 mg/mL). After staining for 10 min at 37 °C, cells were washed twice with PBS and 
then visualized using laser scanning confocal microscopy (Carl Zeiss, Germany).

References
 1. Cooper, M. D. & Alder, M. N. The evolution of adaptive immune systems. Cell 124, 815–822, doi:10.1016/j.cell.2006.02.001 (2006).
 2. Wang, P.-H., Weng, S.-P. & He, J.-G. Nucleic acid-induced antiviral immunity in invertebrates: An evolutionary perspective. Dev 

Comp Immunol 48, 291–296, doi:10.1016/j.dci.2014.03.013 (2015).
 3. Akira, S., Uematsu, S. & Takeuchi, O. Pathogen recognition and innate immunity. Cell 124, 783–801, doi:10.1016/j.cell.2006.02.015 

(2006).
 4. Beutler, B. et al. Genetic analysis of resistance to viral infection. Nature Reviews Immunology 7, 753–766, doi:10.1038/nri2174 

(2007).
 5. Darnell, J. E. Jr., Kerr, I. M. & Stark, G. R. Jak-STAT pathways and transcriptional activation in response to IFNs and other 

extracellular signaling proteins. Science 264, 1415–1421, doi:10.1126/science.8197455 (1994).
 6. Yoneyama, M., Onomoto, K. & Fujita, T. Cytoplasmic recognition of RNA. Adv. Drug Del. Rev. 60, 841–846, doi:10.1016/j.

addr.2007.12.001 (2008).
 7. Yoneyama, M. et al. The RNA helicase RIG-I has an essential function in double-stranded RNA-induced innate antiviral responses. 

Nat. Immunol. 5, 730–737, doi:10.1038/ni1087 (2004).

http://1
http://dx.doi.org/10.1016/j.cell.2006.02.001
http://dx.doi.org/10.1016/j.dci.2014.03.013
http://dx.doi.org/10.1016/j.cell.2006.02.015
http://dx.doi.org/10.1038/nri2174
http://dx.doi.org/10.1126/science.8197455
http://dx.doi.org/10.1016/j.addr.2007.12.001
http://dx.doi.org/10.1016/j.addr.2007.12.001
http://dx.doi.org/10.1038/ni1087


www.nature.com/scientificreports/

1 2SCIENtIFIC REPoRtS | 7: 8217  | DOI:10.1038/s41598-017-08566-x

 8. Yoneyama, M. et al. Shared and unique functions of the DExD/H-box helicases RIG-I, MDA5, and LGP2 in antiviral innate 
immunity. J Immunol 175, 2851–2858, doi:10.4049/jimmunol.175.5.2851 (2005).

 9. Yoneyama, M. & Fujita, T. RNA recognition and signal transduction by RIG-I-like receptors. Immunol Rev 227, 54–65, doi:10.1111/
j.1600-065X.2008.00727.x (2008).

 10. Yoneyama, M. & Fujita, T. Function of RIG-I-like receptors in antiviral innate immunity. J Biol Chem 282, 15315–15318, 
doi:10.1074/jbc.R700007200 (2007).

 11. Saito, T. et al. Regulation of innate antiviral defenses through a shared repressor domain in RIG-I and LGP2. Proc Natl Acad Sci USA 
104, 582–587, doi:10.1073/pnas.0606699104 (2007).

 12. Seth, R. B., Sun, L., Ea, C. K. & Chen, Z. J. Identification and characterization of MAVS, a mitochondrial antiviral signaling protein 
that activates NF-kappaB and IRF 3. Cell 122, 669–682, doi:10.1016/j.cell.2005.08.012 (2005).

 13. Kawai, T. et al. IPS-1, an adaptor triggering RIG-I- and Mda5-mediated type I interferon induction. Nat. Immunol. 6, 981–988, 
doi:10.1038/ni1243 (2005).

 14. Xu, L. G. et al. VISA is an adapter protein required for virus-triggered IFN-β signaling. Mol Cell 19, 727–740, doi:10.1016/j.
molcel.2005.08.014 (2005).

 15. Meylan, E. et al. Cardif is an adaptor protein in the RIG-I antiviral pathway and is targeted by hepatitis C virus. Nature 437, 
1167–1172, doi:10.1038/nature04193 (2005).

 16. Tang, E. D. & Wang, C. Y. MAVS self-association mediates antiviral innate immune signaling. J. Virol. 83, 3420–3428, doi:10.1128/
JVI.02623-08 (2009).

 17. Baril, M., Racine, M. E., Penin, F. & Lamarre, D. MAVS dimer is a crucial signaling component of innate immunity and the target of 
hepatitis C virus NS3/4A protease. J. Virol. 83, 1299–1311, doi:10.1128/jvi.01659-08 (2009).

 18. Zemirli, N. & Arnoult, D. Mitochondrial anti-viral immunity. The International Journal of Biochemistry & Cell Biology 44, 
1473–1476, doi:10.1016/j.biocel.2012.05.018 (2012).

 19. Paz, S. et al. A functional C-terminal TRAF3-binding site in MAVS participates in positive and negative regulation of the IFN 
antiviral response. Cell Res. 21, 895–910, doi:10.1038/cr.2011.2 (2011).

 20. Saha, S. K. et al. Regulation of antiviral responses by a direct and specific interaction between TRAF3 and Cardif. EMBO J 25, 
3257–3263, doi:10.1038/sj.emboj.7601220 (2006).

 21. Paro, S., Imler, J. L. & Meignin, C. Sensing viral RNAs by Dicer/RIG-I like ATPases across species. Curr. Opin. Immunol. 32, 
106–113, doi:10.1016/j.coi.2015.01.009 (2015).

 22. Deddouche, S. et al. The DExD/H-box helicase Dicer-2 mediates the induction of antiviral activity in drosophila. Nat. Immunol. 9, 
1425–1432, doi:10.1038/ni.1664 (2008).

 23. Paradkar, P. N., Trinidad, L., Voysey, R., Duchemin, J. B. & Walker, P. J. Secreted Vago restricts West Nile virus infection in Culex 
mosquito cells by activating the Jak-STAT pathway. Proc Natl Acad Sci USA 109, 18915–18920, doi:10.1073/pnas.1205231109 
(2012).

 24. Li, C. et al. Activation of Vago by interferon regulatory factor (IRF) suggests an interferon system-like antiviral mechanism in 
shrimp. Sci Rep 5, 15078, doi:10.1038/srep15078 (2015).

 25. Green, T. J., Montagnani, C., Benkendorff, K., Robinson, N. & Speck, P. Ontogeny and water temperature influences the antiviral 
response of the Pacific oyster. Crassostrea gigas. Fish Shellfish Immunol 36, 151–157, doi:10.1016/j.fsi.2013.10.026 (2014).

 26. He, Y. et al. Transcriptome analysis reveals strong and complex antiviral response in a mollusc. Fish Shellfish Immunol 46, 131–144, 
doi:10.1016/j.fsi.2015.05.023 (2015).

 27. Renault, T., Faury, N., Barbosa-Solomieu, V. & Moreau, K. Suppression substractive hybridisation (SSH) and real time PCR reveal 
differential gene expression in the Pacific cupped oyster, Crassostrea gigas, challenged with Ostreid herpesvirus 1. Dev Comp 
Immunol 35, 725–735, doi:10.1016/j.dci.2011.02.004 (2011).

 28. Guo, X. Use and exchange of genetic resources in molluscan aquaculture. Reviews in Aquaculture 1, 251–259, doi:10.1111/j.1753-
5131.2009.01014.x (2009).

 29. Green, T. J. et al. Evidence that the major hemolymph protein of the Pacific oyster, Crassostrea gigas, has antiviral activity against 
herpesviruses. Antiviral Res. 110, 168–174, doi:10.1016/j.antiviral.2014.08.010 (2014).

 30. Rosani, U. et al. Dual analysis of host and pathogen transcriptomes in ostreid herpesvirus 1-positive Crassostrea gigas. Environ 
Microbiol 17, 4200–4212, doi:10.1111/1462-2920.12706 (2015).

 31. Guo, X. M. & Ford, S. E. Infectious diseases of marine molluscs and host responses as revealed by genomic tools. Philosophical 
Transactions of the Royal Society B-Biological Sciences 371, doi:10.1098/rstb.2015.0206 (2016).

 32. Clegg, T. A. et al. Risk factors associated with increased mortality of farmed Pacific oysters in Ireland during 2011. Prev Vet Med 113, 
257–267, doi:10.1016/j.prevetmed.2013.10.023 (2014).

 33. Health, E. P. o. A. & welfare. Scientific Opinion on the increased mortality events in Pacific oysters, Crassostrea gigas. EFSA Journal 
8, 1894-1953, doi:10.2903/j.efsa.2010.1894 (2010).

 34. Garcia, C. et al. Ostreid herpesvirus 1 detection and relationship with Crassostrea gigas spat mortality in France between 1998 and 
2006. Vet Res 42, 73, doi:10.1186/1297-9716-42-73 (2011).

 35. Renault, T., Bouquet, A. L., Maurice, J. T., Lupo, C. & Blachier, P. Ostreid herpesvirus 1 infection among Pacific oyster (Crassostrea 
gigas) Spat: relevance of water temperature to virus replication and circulation prior to the onset of mortality. Appl Environ Microbiol 
80, 5419–5426, doi:10.1128/aem.00484-14 (2014).

 36. Moreau, P. et al. Autophagy plays an important role in protecting Pacific oysters from OsHV-1 and Vibrio aestuarianus infections. 
Autophagy 11, 516–526, doi:10.1080/15548627.2015.1017188 (2015).

 37. Green, T. J. & Montagnani, C. Poly I:C induces a protective antiviral immune response in the Pacific oyster (Crassostrea gigas) against 
subsequent challenge with Ostreid herpesvirus (OsHV-1 μvar). Fish Shellfish Immunol 35, 382–388, doi:10.1016/j.fsi.2013.04.051 
(2013).

 38. Zhang, G. et al. The oyster genome reveals stress adaptation and complexity of shell formation. Nature 490, 49–54, doi:10.1038/
nature11413 (2012).

 39. Zhang, L. et al. Massive expansion and functional divergence of innate immune genes in a protostome. Scientific reports 5, 8693, 
doi:10.1038/srep08693 (2015).

 40. Green, T. J., Raftos, D., Speck, P. & Montagnani, C. Antiviral immunity in marine molluscs. J Gen Virol 96, 2471–2482, doi:10.1099/
jgv.0.000244 (2015).

 41. Segarra, A., Faury, N., Pepin, J. F. & Renault, T. Transcriptomic study of 39 ostreid herpesvirus 1 genes during an experimental 
infection. J Invertebr Pathol 119, 5–11, doi:10.1016/j.jip.2014.03.002 (2014).

 42. Segarra, A. et al. Dual transcriptomics of virus-host interactions: comparing two Pacific oyster families presenting contrasted 
susceptibility to ostreid herpesvirus 1. BMC Genomics 15, 580, doi:10.1186/1471-2164-15-580 (2014).

 43. Goubau, D., Deddouche, S. & Reis e Sousa, C. Cytosolic Sensing of Viruses. Immunity 38, 855–869, doi:10.1016/j.immuni.2013.05.007 
(2013).

 44. Huang, B. et al. Molecular characterization and functional analysis of tumor necrosis factor receptor-associated factor 2 in the 
Pacific oyster. Fish Shellfish Immunol 48, 12–19, doi:10.1016/j.fsi.2015.11.027 (2016).

 45. Huang, B. et al. Alternative splicing and immune response of Crassostrea gigas tumor necrosis factor receptor-associated factor 3. 
Mol Biol Rep 41, 6481–6491, doi:10.1007/s11033-014-3531-9 (2014).

http://dx.doi.org/10.4049/jimmunol.175.5.2851
http://dx.doi.org/10.1111/j.1600-065X.2008.00727.x
http://dx.doi.org/10.1111/j.1600-065X.2008.00727.x
http://dx.doi.org/10.1074/jbc.R700007200
http://dx.doi.org/10.1073/pnas.0606699104
http://dx.doi.org/10.1016/j.cell.2005.08.012
http://dx.doi.org/10.1038/ni1243
http://dx.doi.org/10.1016/j.molcel.2005.08.014
http://dx.doi.org/10.1016/j.molcel.2005.08.014
http://dx.doi.org/10.1038/nature04193
http://dx.doi.org/10.1128/JVI.02623-08
http://dx.doi.org/10.1128/JVI.02623-08
http://dx.doi.org/10.1128/jvi.01659-08
http://dx.doi.org/10.1016/j.biocel.2012.05.018
http://dx.doi.org/10.1038/cr.2011.2
http://dx.doi.org/10.1038/sj.emboj.7601220
http://dx.doi.org/10.1016/j.coi.2015.01.009
http://dx.doi.org/10.1038/ni.1664
http://dx.doi.org/10.1073/pnas.1205231109
http://dx.doi.org/10.1038/srep15078
http://dx.doi.org/10.1016/j.fsi.2013.10.026
http://dx.doi.org/10.1016/j.fsi.2015.05.023
http://dx.doi.org/10.1016/j.dci.2011.02.004
http://dx.doi.org/10.1111/j.1753-5131.2009.01014.x
http://dx.doi.org/10.1111/j.1753-5131.2009.01014.x
http://dx.doi.org/10.1016/j.antiviral.2014.08.010
http://dx.doi.org/10.1111/1462-2920.12706
http://dx.doi.org/10.1098/rstb.2015.0206
http://dx.doi.org/10.1016/j.prevetmed.2013.10.023
http://dx.doi.org/10.2903/j.efsa.2010.1894
http://dx.doi.org/10.1186/1297-9716-42-73
http://dx.doi.org/10.1128/aem.00484-14
http://dx.doi.org/10.1080/15548627.2015.1017188
http://dx.doi.org/10.1016/j.fsi.2013.04.051
http://dx.doi.org/10.1038/nature11413
http://dx.doi.org/10.1038/nature11413
http://dx.doi.org/10.1038/srep08693
http://dx.doi.org/10.1099/jgv.0.000244
http://dx.doi.org/10.1099/jgv.0.000244
http://dx.doi.org/10.1016/j.jip.2014.03.002
http://dx.doi.org/10.1186/1471-2164-15-580
http://dx.doi.org/10.1016/j.immuni.2013.05.007
http://dx.doi.org/10.1016/j.fsi.2015.11.027
http://dx.doi.org/10.1007/s11033-014-3531-9


www.nature.com/scientificreports/

13SCIENtIFIC REPoRtS | 7: 8217  | DOI:10.1038/s41598-017-08566-x

 46. Liu, S. et al. MAVS recruits multiple ubiquitin E3 ligases to activate antiviral signaling cascades. Elife 2, e00785, doi:10.7554/
eLife.00785 (2013).

 47. Segal, E., Wang, H. & Koller, D. Discovering molecular pathways from protein interaction and gene expression data. Bioinformatics 
19, 264–272, doi:10.1093/bioinformatics/btg1037 (2003).

 48. Wang, M. et al. A primitive Toll-like receptor signaling pathway in mollusk Zhikong scallop Chlamys farreri. Dev Comp Immunol 35, 
511–520, doi:10.1016/j.dci.2010.12.005 (2011).

 49. Yoneyama, M., Onomoto, K., Jogi, M., Akaboshi, T. & Fujita, T. Viral RNA detection by RIG-I-like receptors. Curr. Opin. Immunol. 
32c, 48–53, doi:10.1016/j.coi.2014.12.012 (2015).

 50. Reikine, S., Nguyen, J. B. & Modis, Y. Pattern Recognition and Signaling Mechanisms of RIG-I and MDA5. Front Immunol 5, 342, 
doi:10.3389/fimmu.2014.00342 (2014).

 51. Zhang, Y. et al. The first invertebrate RIG-I-like receptor (RLR) homolog gene in the pacific oyster Crassostrea gigas. Fish Shellfish 
Immunol 40, 466–471, doi:10.1016/j.fsi.2014.07.029 (2014).

 52. Loo, Y. M. & Gale, M. Jr. Immune signaling by RIG-I-like receptors. Immunity 34, 680–692, doi:10.1016/j.immuni.2011.05.003 
(2011).

 53. Belgnaoui, S. M., Paz, S. & Hiscott, J. Orchestrating the interferon antiviral response through the mitochondrial antiviral signaling 
(MAVS) adapter. Curr. Opin. Immunol. 23, 564–572, doi:10.1016/j.coi.2011.08.001 (2011).

 54. Yanai, H., Negishi, H. & Taniguchi, T. The IRF family of transcription factors: Inception, impact and implications in oncogenesis. 
Oncoimmunology 1, 1376–1386, doi:10.4161/onci.22475 (2012).

 55. Schikorski, D. et al. Experimental infection of Pacific oyster Crassostrea gigas spat by ostreid herpesvirus 1: demonstration of oyster 
spat susceptibility. Vet Res 42, 27, doi:10.1186/1297-9716-42-27 (2011).

Acknowledgements
We thank Yi Xu for his helpful suggestions and we are grateful to all the laboratory members for their technical 
advice and helpful discussions. This research was supported by the National Natural Science Foundation of China 
(31530079), the National Basic Research Program of China (973 Program, No. 2010CB126402), the Earmarked 
Fund for Modern Agro-industry Technology Research System (CARS-48), the Strategic Priority Research 
Program of “Western Pacific Ocean System: Structure, Dynamics and Consequences” (XDA11000000), and the 
Project funded by China Postdoctoral Science Foundation.

Author Contributions
B.H., L.Z., L.L. and G.Z. conceived and designed the experiments. B.H. and L.Z. performed the experiments. Y.D. 
and F.X. analysed the data. B.H., L.Z., L.L., and G.Z. wrote the manuscript. All the authors read and approved the 
final manuscript.

Additional Information
Supplementary information accompanies this paper at doi:10.1038/s41598-017-08566-x
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://dx.doi.org/10.7554/eLife.00785
http://dx.doi.org/10.7554/eLife.00785
http://dx.doi.org/10.1093/bioinformatics/btg1037
http://dx.doi.org/10.1016/j.dci.2010.12.005
http://dx.doi.org/10.1016/j.coi.2014.12.012
http://dx.doi.org/10.3389/fimmu.2014.00342
http://dx.doi.org/10.1016/j.fsi.2014.07.029
http://dx.doi.org/10.1016/j.immuni.2011.05.003
http://dx.doi.org/10.1016/j.coi.2011.08.001
http://dx.doi.org/10.4161/onci.22475
http://dx.doi.org/10.1186/1297-9716-42-27
http://dx.doi.org/10.1038/s41598-017-08566-x
http://creativecommons.org/licenses/by/4.0/

	Characterization of the Mollusc RIG-I/MAVS Pathway Reveals an Archaic Antiviral Signalling Framework in Invertebrates
	Results
	The antiviral response of RLR pathway genes after virus infection of oyster larvae. 
	Identification of key genes in the oyster RLR antiviral signalling pathway. 
	Sequence and structural analysis of CgRIG-I-1 and CgMAVS. 
	CgRIG-I-1 responds to virus PAMP challenge and binds poly(I:C) directly. 
	CgMAVS is key adaptor protein of oyster RLR pathway. 
	CgTRAF6 binds CgMAVS and specifically activates the NF-κB pathway. 
	CgIRFs respond to virus challenge and activate the IFNβ and ISRE promoters. 

	Discussion
	Materials and Methods
	Ethics statement. 
	Animals and pathogens. 
	Cloning and sequence analysis of oyster RLR pathway genes. 
	Transcriptomic analysis of RLR genes in oyster larvae. 
	Expression analysis of RLR pathway genes. 
	Poly(I:C) pull-down assay. 
	CgMAVS RNAi assays. 
	Plasmid construction, cell culture, and transfection. 
	Yeast two-hybrid assay. 
	Co-immunoprecipitation assays. 
	Dual-luciferase reporter assays. 
	Subcellular localization assay. 

	Acknowledgements
	Figure 1 Response of oyster larvae to OsHV-1 infection.
	Figure 2 Sequence analysis of CgRIG-I-1 and CgMAVS.
	Figure 3 CgRIG-I-1 responds to poly(I:C) challenge and binds poly(I:C) in vitro.
	Figure 4 CgMAVS is involved in the antiviral immunity of the oyster and interacts with the CARD domains of CgRIG-I-1.
	Figure 5 CgMAVS responds to poly(I:C) and OsHV-1 challenges and forms homodimers.
	Figure 6 CgTRAF6 interacts with CgMAVS and specifically activates the NF-κB pathway.
	Figure 7 CgIRF2 and CgIRF8 respond to poly(I:C) challenge and activate human IFNβ and ISRE promoters.




