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Abstract: Complement factor I (CFI), a complement inhibitor, is well known for regulating the
complement system activation by degrading complement component 3b (C3b) in animal serum,
thus becoming involved in innate defense. Nevertheless, the functional mechanisms of CFI in the
complement system and in host-pathogen interactions are far from being clarified in teleost fish. In the
present study, we cloned and characterized the CFI gene, CiCFI, from grass carp (Ctenopharyngodon
idella) and analyzed its function in degrading serum C3b and expression changes after grass carp
reovirus (GCRV) infection. The open reading frame of CiCFI was found to be 2121 bp, encoding
706 amino acids with a molecular mass of 79.06 kDa. The pairwise alignments showed that CiCFI
shared the highest identity (66.9%) with CFI from Carassius gibelio and the highest similarity (78.7%)
with CFI from Danio rerio. The CiCFI protein was characterized by a conserved functional core
Tryp_SPc domain with the catalytic triad and substrate binding sites. Phylogenetic analysis indicated
that CiCFI and the homologs CFls from other teleost fish formed a distinct evolutionary branch.
Similar with the CFIs reported in mammals, the recombinant CiCFI protein could significantly reduce
the C3b content in the serum, demonstrating the conserved function of CiCFI in the complement
system in the grass carp. CiCFI mRNA and protein showed the highest expression level in the liver.
After GCRYV infection, the mRNA expressions of CiCFI were first down-regulated, then up-regulated,
and then down-regulated to the initial level, while the protein expression levels maintained an
overall downward trend to the late stage of infection in the liver of grass carps. Unexpectedly, the
protein levels of CiCFI were also continuously down-regulated in the serum of grass carps during
GCRYV infection, while the content of serum C3b proteins first increases and then returns to the
initial level, suggesting a distinct role of CiCFI in regulating complement activation and fish-virus
interaction. Combining our previous results that complement factor D, a complement enhancer,
shows continuously up-regulated expression levels in grass carps during GCRV infection, and this
study may provide the further essential data for the full picture of complex complement regulation
mechanism mediated by Df and CFI of the grass carp during pathogen infection.

Keywords: grass carp; complement factor I; complement component 3b; grass carp reovirus infection;
complement regulation mechanism

1. Introduction

As the humoral backbone, the complement system serves as the first line of innate
immune defense against invading pathogens in all vertebrates [1,2]. This system consists
of more than 35 plasma proteins or membrane-bound proteins that can precisely surveil
and remove the invading pathogens and altered host cells after activation [1-4]. According
to the category of initial stimulus, the complement system can be activated through three
pathways: the classical pathway (CP), the lectin pathway (LP), and the alternative pathway
(AP) [1,5]. The cleavage of complement component 3 (C3) is the central step for all the three
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activation pathways [6,7], where C3b, the fragment of C3, is generated for the subsequent
serial cascade activation involving C5-C9 and the formation of membrane attack complex
(MAC) [1,8]. With the numerous components mediating three activation pathways, the
complement system exerts high efficiency in eliminating foreign pathogens, while its
inappropriate and excessive activation can provoke autoimmune diseases in hosts [9].
Correspondingly, animal hosts are equipped with various complement inhibitors that
avoid the amplification of complement cascades [10,11].

The complement factor I (CFI), a serine protease, is one of the important complement
inhibitors well-known for its role in the regulation of complement activation [12-14].
Structurally, the CFI protein has a molecular weight of about 88 kDa and consists of a
heavy chain and a light chain connected via a single disulfide bond [15]. The heavy chain
includes an N-terminal region, a factor I membrane attack complex (FIMAC) domain, a
scavenger receptor cysteine-rich (SR) domain, two class A low-density lipoprotein receptor
domains (LDLal and LDLa2), and a C-terminal region with unknown function; the light
chain is composed of a trypsin-like serine protease (Tryp_SPc) domain [16]. The heavy
chain determines the substrate recognition specificity for CFI, while the light chain plays
an essential role in proteolytic activity [15]. In fact, CFI is mainly synthesized in the liver
of animals and can also be detected in diverse cells including fibroblasts, keratinocytes,
and mononuclear cells, while it generally exerts biological functions in animal plasma [17].
CFI precisely regulates the host’s complement system-mediated immune responses by
cleaving and inactivating the plasma C3b that is involved in the assembly of the C3 and C5
convertases [9,12,15]. Mechanistically, the CFI-mediated C3b cleavage is a stepwise process
and depends on the substrate modulating cofactors, such as complement factor H, C4bp,
and CR1. In the presence of cofactors and CFI, C3b is first cleaved into iC3b and C3f, and
then iC3b is cleaved into C3dg and C3c [12,13].

In mammals, numerous studies have already shown that CFI plays a crucial role
in host-pathogen interactions. In humans, for example, CFI-mediated cleavage of HIV-
hijacked C3b would block the interaction of HIV with the C3b receptor and CR1 protein
on the surface of CD4" T cells to reduce viral entry, which attenuates HIV infection [18].
Most patients suffering from CFI deficiency are susceptible to pulmonary, meningeal, or
septicemic inflammatory diseases caused primarily by Streptococcus pneumoniae, Neisse-
ria meningitidis, and Haemophilus influenzae infection [19]. Meanwhile, CFI has also been
reported to assist the pathogen invasions. CFI can cleave C3b proteins bound onto the
Staphylococcus aureus surface to decrease host phagocytosis efficiency, resulting in bacterial
evasion from complement-mediated killing [20]. In critical COVID-19 patients, CFI is
hijacked by SARS-CoV-2, which causes the overactivation of the complement system, ex-
cessive inflammatory response, and vascular dysfunction [21]. The evidence demonstrates
that CFI can be a double-edged sword for mammals during pathogen infection, as it is
involved in both host immune defense and pathogen evasions.

In teleost fish, CFI genes from Ictalurus punctatus [22], Pelteobagrus vachellii [23],
Cynoglossus semilaevis [24], Oncorhynchus mykiss [25], Paralichthys olivaceus [26] and Cyprinus
carpio [27] have been identified, and structural information and the mRNA expression
profiles during pathogen infection are revealed in these studies. In P. vachellii, the mRNA
expression levels of CFI in the liver, spleen and head kidney are first up-regulated and
then down-regulated by Aeromonas hydrophila challenge [23]. CFI mRNA expressions are
significantly increased in the liver of C. semilaevis after Vibrio anguillarum challenge [24].
During Edwardsiella tarda infection in P. olivaceus, CFI mRNA expressions peak significantly
at 6 h post-infection in the spleen and kidney, decreasing at later infection hours [26]. These
mRNA expression changes strongly suggest the involvement of CFI in fish-pathogen inter-
actions. Scattered studies have also uncovered that the recombinant CFI proteins exhibit
an antibacterial effect in C. semilaevis and P. olivaceus [24,26]. Nevertheless, the functional
mechanisms of CFI in the complement system and in host-pathogen interactions are far
from being clarified in teleost fish.
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Grass carp, Ctenopharyngodon idella, is an important cultured freshwater fish in China,
and its production reached 5.57 million tons in 2020 [28]. Nevertheless, the healthy aqua-
culture of grass carp is restricted long-term by grass carp hemorrhage disease (GCHD)
caused by grass carp reovirus (GCRV) infection [29-32]. Previous studies have revealed
that the AP is significantly activated in grass carp after GCRV infection with transcriptome
analysis, with a 2.18-fold up-regulation of complement factor D (Df) mRNA expression
and a 9410.14-fold down-regulation of CFI mRNA expression [33]. Df is a serine protease
for activating the AP by cleaving complement factor B (Bf) to promote the cleavage of
C3 [34], and its enhancement on complement activation has recently been verified in C.
idella [35]. The aims of the present study are (1) to clarify the molecular characteristics of CFI
(designated as CiCFI) from C. idella, (2) to verify the function of CiCFI in the complement
system, and (3) to explore its role during GCRV infection, which will add fundamental
data for the full picture of the complement regulatory mechanism mediated by Df and CFI
during GCRYV infection.

2. Results
2.1. Sequence Feature of CiCFI

The full-length cDNA sequence of CiCFI (GenBank accession number: ADN22949.1)
was 2359 bp, and consisted of a 2121 bp open reading frame (ORF), a 107 bp 5'-terminal
untranslated region (UTR), and a 131 bp 3’-UTR. The CiCFI ORF encoded a polypeptide
of 706 amino acids, with a predicted molecular weight of 79.06 kDa and a theoretical
isoelectric point of 6.34.

Multiple amino acid sequence alignments showed that CFI amino acid sequences from
C. idella and thirteen other species were highly conserved, especially in 37 cysteine residues
(Figure 1). In addition, CiCFI had the typical cleavage site of 40 Arg-401 Arg—4621ys-463 Arg
(RRKR) (Figure 1), which was reported to link the heavy chain and light chain, similar
to other CFIs. Moreover, three residues of the catalytic triad (?%4His, 51 Asp, and 648Ger)
and three residues of the substrate binding site (®*?Asp, 8Ser, and ¢7°Gly) were highly
conserved among the fish CFI counterparts (Figure 1).

A pairwise alignment of the CiCFI protein sequence with 13 other CFIs revealed that
the deduced amino acid sequence of CiCFI shared 34.1-66.9% identity and 50.4-78.7%
similarity with those of the known CFls (Figure 2). Of these, CiCFI shared the highest
identity (66.9%) with the Carassius gibelio CFI homolog and the highest similarity (78.7%)
with the Danio rerio CFI homolog (Figure 2).
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Figure 1. Multiple alignments of the deduced amino acid sequences of CiCFI with other species. The
FIMAGC, SR, LDLal, LDLa2 and Tryp_SPc domains are marked by an orange box, green box, blue box,
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and yellow box, respectively. The cleavage site between a heavy chain and a light chain, the active
site forming a catalytic triad, and the conserved substrate binding site are marked by red arrows,
green arrows and blue arrows, respectively. Secondary structural features of CiCFI are presented
below each amino acid sequence: red solid box, «-helix; green solid arrow, 3-strand.
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Figure 2. The amino acid sequence identity and similarity for the amino acid sequences of CFI from
different species. The values of similarity and identity are backgrounded in green and blue, respectively.

2.2. The Predicted Domain Architecture and Three-Dimensional Structure Characteristic of CiCFI

The predicted domain architecture comparison analysis showed that the CiCFI con-
tained conserved domains including FIMAC domain, SR domain, LDLal domain, LDLa2
domain and Tryp_SPc domain, which was similar to these CFls from D. rerio, C. gibelio,
Anabas testudineus, Xenopus laevis, Gallus gallus, Mus musculus and Homo sapiens (Figure 3A).
The predicted three-dimensional structure analysis displayed that the CiCFI protein was
composed of 12 «-helices and 26 3-sheets (Figure 3B). The locations of the conserved
catalytic triad (°**His, ! Asp, and #48Ser) and the conserved substrate binding site (*>Asp,
668Ser, and %7Gly) of CiCFI were very close (Figure 3B).
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Figure 3. The predicted domain architecture and three-dimensional structure of CiCFIL (A) The
predicted domain architectures of CFIs from C. idella, D. rerio, C. gibelio, A. testudineus, X. laevis,
G. gallus, M. musculus, and H. sapiens were compared. FIMAC, SR, LDLa, and Tryp_SPc represent
the abbreviations for factor I membrane attack complex, Scavenger receptor Cys-rich, low-density
lipoprotein receptor domain class A, and trypsin-like serine protease, respectively. The scale on the
bottom indicates the amino acid number. (B) In the predicted three-dimensional structure of CiCFI,
the cleavage site is marked in red spheres, serine protease active site is colored in magenta, and

substrate binding site is colored in purple.
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2.3. The Phylogenetic Tree of CFIs

To determine the evolutionary feature of the CiCFI protein, a phylogenetic tree was
constructed based on full-length CFI amino acid sequences from various vertebrates. The
phylogenetic tree showed that the selected 30 CFI homologs could be divided into six
groups, containing Osteichthyes, Chondrichthyes, Amphibians, Aves, Mammalias and
Agnathas branches (Figure 4). The CiCFI was first clustered with those CFIs from Cyprini-
formes including Anabarilius grahami, D. rerio, C. carpio, C. gibelio and Labeo rohita, and then
clustered with the CFIs mainly from Siluriformes, Salmoniformes, and Perciformes, into

the branch of Osteichthyes (Figure 4).
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Figure 4. Phylogenetic tree constructed by NJ method for CFIs from various vertebrates. The CiCFI

protein is underlined. All of the selected CFI proteins are separated into six branches that are marked
by different colors.

2.4. The Activity of CiCFI to Degrade CiC3b

A putative signal peptide containing 18 amino acids was predicted at the N-terminus
of the CiCFI protein by the SignalP-5.0 tool (https:/ /services.healthtech.dtu.dk/service.
php?SignalP-5.0; accessed on 20 February 2020), with the probability of 0.6534 (Figure 5A).
The recombinant plasmid (pGEX-4T-1-CiCFI) encoding the mature peptide of °Leu-"°Gln,
rCICFI, was transformed into E. coli BL21 (DE3) cells. After the IPTG induction, the whole
cell lysate was analyzed by SDS-PAGE, and a distinct band with the molecular weight of
100 kDa was revealed, which was consistent with the predicted molecular mass of CiCFI
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fused to a GST-tag (Figure 5B). To examine the cleavage effect of rCiCFI on C3b in the
grass carp serum, anti-CiCFI and anti-CiC3 antibodies were prepared and their specificities
were verified by western blot. The results showed that the sharp protein band of CiCFI
was revealed in the grass carp serum by using anti-CiCFI antibodies; meanwhile, both
the protein bands of CiC3 and CiC3b were also detected in the grass carp serum by using
anti-CiC3 antibodies (Figure 5B).

SignalP-5.0 prediction (Eukarya): Sequence
SP(Sec/SP1) —
£S <1=r
OTHER
08
»
So4
=
&
0
MRVLGVFIFTCLLFQTDTLKELSELNAHQQQNTQQLLLPSKPEQNPGADSVQKICFFSLVENSHSKDIPD
] 3833888538833 383X I EX XY XY RN I KX E X X X X X XXX IR R X
0 20 40 60
Protein sequence
180 kDa 180 kDa
140 kDa 140 kDa
100 kDa 100 kDa
75 kDa 75 kDa
60 kDa 60 kDa
45 kDa 45 kDa
35kDa 35kDa
25 kDa 25 kDa
15 kDa
15 kDa 10 kDa
10 kDa

Figure 5. The rCiCFI protein and verification of rabbit anti-CiCFI and -CiC3 polyclonal antibodies.
(A) The first 18 amino acid residues were predicted to form a signal peptide in the CiCFI protein by
using the SignalP-5.0 tool. (B) Detection of rCiCFI protein and verification of rabbit anti-CiCFI and
-CiC3 polyclonal antibodies. M: Marker; lane 1: the expression products of BL21 (DE3) cells with
pGEX-4T-1-CiCFI plasmid without IPTG induction; lane 2: the expression products of BL21 (DE3)
cells with pGEX-4T-1-CiCFI plasmid induced by IPTG; lane 3: the purified rCiCFI protein; lane 4 and
5: the verification of rabbit anti-CiCFI and -CiC3 polyclonal antibodies detected by western blot; lane
6 and 7: the expression products of BL21 (DE3) cells with pGEX-4T-1 plasmid without or with IPTG
induction; lane 8: the purified rGST protein.

It has been reported that CFI can degrade C3b to prevent excessive activation of the
complement system [12]. To verify whether the CiCFI protein exhibited this biological
function, the purified rCiCFI protein was incubated with the grass carp serum at room
temperature for 2 h, and the cleavage of CiC3b in the grass carp serum was detected by
western blot. rGST proteins and PBS incubated with the grass carp serum were used as the
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negative and blank control group, respectively. The results showed that both the protein
bands of C3 and C3b were obviously detected in the rCiCFI, rGST and PBS treated grass
carp serum. Worthy of note, the relative content of C3b was significantly lower in rCiCFI
treated serum than that in rGST treated serum (p < 0.05), whereas the relative content of
C3b showed no significant difference between the rGST treated serum and the PBS treated
serum (p > 0.05, Figure 6).
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Gray value of C3b relative to B-actin

B-actin

> S >
&F & ¢

Figure 6. Degradative effect of rCiCFI on the CiC3b in the grass carp serum. Letters a and b indicate
significant differences between various experimental groups (p < 0.05).

2.5. The Distributions of CiCFI mRNA Transcripts and Proteins in Grass Carp Tissues

The qPCR was carried out to detect the mRNA expression level of CiCFI in different
tissues of uninfected grass carps, including the liver, spleen, kidney, head kidney, intestine,
gill, muscle and skin. The results showed that the mRNA transcripts of CiCFI were widely
detected in these eight tissues. In detail, the content of CiCFI mRNA transcripts was the
most abundant in the liver, where its content was 3476.43-fold more than in the muscle
(p < 0.05, Figure 7A). The CiCFI protein levels in the above eight tissues were also detected
by western blot. In Figure 7B, the bands of CiCFI protein in the liver, spleen, kidney, head
kidney, intestine, gill, muscle and skin were clearly revealed. After normalization with the
band intensity of $-actin, it was presented that CiCFI protein showed the highest relative
expression level in the liver (p < 0.05, Figure 7B), which was 20.33-fold of that in the head
kidney with the lowest protein expression level (Figure 7B).
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Figure 7. The mRNA and protein expressions of CiCFI in various tissues of grass carps. Letters a, b, c
and d indicate significant differences among various tissues (p < 0.05). (A) The mRNA expressions
of CiCFI in various tissues of grass carps. (B) The protein expressions of CiCFI in various tissues of
grass carps.

2.6. The mRNA and Protein Expression Changes of CiCFI in the Liver during GCRV Infection

To investigate the dynamic synthetic characteristics of CiCFI during GCRV infection,
the mRNA and protein expression levels of CiCFI in the liver of grass carps after GCRV
infection at the incubation period, the onset period, the death period, the recovering period,
and the restored period were analyzed by qPCR and western blot. The results displayed
that the mRNA expression levels of CiCFI in the liver first decreased, then increased, and
then decreased during GCRV infection (Figure 8A). Specifically, the mRNA expression level
of CiCFI after GCRV infection at the incubation period showed no significant difference
compared to the control (Figure 8A), while the mRNA expression levels of CiCFI signifi-
cantly decreased to 0.45-fold of that in the control at the onset period, then recovered to the
initial level at the death period and then decreased to 0.6-fold of that in the control at the
restored period (Figure 8A). Interestingly, the relative expression levels of CiCFI protein in
the liver showed an overall downward trend after GCRV infection, which was significantly
decreased from the incubation period to the restored period (p < 0.05, Figure 8B).

2.7. The Fold Changes of CiCFI and CiC3b Proteins in the Serum during GCRV Infection

To explore the potential function characteristics and mechanisms of CiCFI during
GCRYV infection, relative protein levels of CiC3b and CiCFI in the serum were detected
after GCRV infection at the incubation period, the onset period, the death period, the
recovering period, and the restored period by western blot (Figure 9). Similar to the results
in the liver during GCRYV infection, the protein levels of CiCFI in the grass carp serum
were significantly decreased from the incubation period to the restored period (p < 0.05,
Figure 9), while the protein levels of CiC3b in the serum exhibited an upward trend and
then a downward trend during GCRYV infection (Figure 9). The protein level of CiC3b after
GCRY infection at the incubation period showed no significant difference compared to the
control (Figure 9). After GCRV infection at the death period, the protein level of CiC3b
peaked, and it gradually recovered to the initial level at the restored period (Figure 9).
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Figure 8. The mRNA and protein expression level changes of CiCFI in the liver of grass carps after
GCRYV infection. Letters a, b, ¢, d, and e indicate significant differences among the expressions in the
liver at various periods post-GCRYV infection (p < 0.05). (A) The mRNA expression level changes of
CiCFI in the liver of grass carps after GCRV infection. (B) The protein expression level changes of
CiCFI in the liver of grass carps after GCRV infection.
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Figure 9. The protein content changes of CiCFI and CiC3b in the serum of grass carps after GCRV
infection. Letters a and b indicate significant differences among the expressions in the serum at
various periods post-GCRYV infection (p < 0.05).
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3. Discussion

Composed of more than 35 secreted plasma proteins, the complement system exerts
efficient immune killing functions including the removal of aberrant cells and invading
pathogens [36-38], the enhancement of inflammatory reactions [39,40], and modulation
of innate as well as adaptive immune responses [41]. It has been accepted that there are
three pathways of complement system activation marked by the cleavage of C3: the CP,
the LP, and the AP [1]. The AP is regarded as the most ancient complement activation
pathway from an evolutionary perspective, appearing early in echinoderms, and the most
efficient complement activation pathway where the C3 is spontaneously cleaved [9,42,43].
In mammals, several complement-regulating proteins, including CFI, Df, complement
factor P, etc., can strictly control the AP and balance the complement activation [13,44,45].
Teleost fish possess complement systems similar to those in mammals, and the identified
fish complement proteins have many similarities to their mammalian counterparts [46].
However, few studies have been conducted on teleost fish complement-regulating proteins,
particularly with regard to their functional aspects and regulatory mechanism during
pathogen infection. In our previous study, transcriptome analyses show that the AP is
significantly activated in grass carps after GCRV infection, with 2.18-fold up-regulation
of Df mRNA expression and 9410.14-fold down-regulation of CFI mRNA expression [33].
Df, a complement enhancer, involves the initiation and amplification loops of complement
system activation by cleaving Bf to promote C3 cleavage, and its regulation on comple-
ment activation has recently been verified in the grass carp [35]. CFl, a serine protease, is
well-known as the key complement inhibitor, and plays a crucial role in host-pathogen
interactions in mammals [13]. Nevertheless, the functional mechanisms of CFI in the com-
plement system and in host-pathogen interactions remain largely unknown in teleost fish.
In the present study, we cloned the full-length cDNA of CiCFI, ascertained its molecular
and functional characteristics, investigated its mRNA and protein expression patterns in
the liver and serum of grass carps after GCRV infection, and attempted to construct a full
picture of the complement regulatory mechanism mediated by Df and CFI during GCRV
infection by combining our previous results of Df in the grass carp.

Conserved structures of CFIs have been revealed in vertebrates from cartilaginous fish
to mammals [13,46,47]. These CFI homologs generally consist of five kinds of functional
domains including the IMAC domain, SR domain, LDLal domain, LDLa2 domain, and
Tryp_SPc domain [13]. The Tryp_SPc domain is the functional core for CFls as a serine
protease to exert hydrolytic activity, and it is located in the light chain of CFls, with the
catalytic and substrate binding sites [48,49]. The other four kinds of domains, including the
FIMAC domain, SR domain, LDLal domain, and LDLa2 domain constituting the heavy
chain of CFls, have also proven to be indispensable for CFI activation based on domain
mutant experiments [48,50,51]. Between the heavy chain and the light chain of CFIs, there
is a conserved cleavage site of Arg-Arg-Lys-Arg (RRKR). Upon the cleavage of this site,
CFI protein is transformed from an inactive precursor into an active conformation [12]. In
the present study, we found that the domain architecture of CiCFI was highly conserved,
with a light chain, a heavy chain, and a cleavage site of RRKR. The light chain of CiCFI
contained the Tryp_SPc domain with the catalytic triad (***His, >>! Asp, #*8Ser) and three
residues of substrate binding site (**2Asp, ®8Ser, /0Gly), similarly to the CFIs reported
from other vertebrates. Multiple sequence alignments revealed that 10 Cys residues of the
FIMAC domain in the heavy chain were also conserved in CiCFIs. It has been shown that a
subdomain within the FIMAC domain resembles the structure as a protease inhibitor of the
follistatin, which hampers the activation of CFIs until the binding to a protein substrate
complex induces conformational change in CFls that allows proteolytic activity toward
C3b [12,52]. These 10 Cys residues were considered the key to disulfide bridge formation
and functional conformation of CFIs [15,53]. In addition, the amino acid sequence simi-
larity comparison of CFIs showed that CiCFI shared high amino acid sequence similarity
(50.4-78.7%) with other reported CFIs, although phylogenetic analysis indicated that CiCFI
was evolutionarily close to the CFIs from teleost fish. These results collectively suggest
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the structural conservation of CiCFI, and its biological functions may also be conserved.
Therefore, the research on the immune functions of CiCFI could refer to related studies on
mammals or other vertebrates.

Upon the activation of the complement system, the human C3-« chain can be cleaved
into C3b (177 kDa) by the C3 convertase; the C3b can be further fragmented to iC3b
(175 kDa), C3c (135 kDa), C3dg (40 kDa), and then C3d (35 kDa) by CFI in the presence
of certain cofactors, such as factor H [54-56]. In fact, C3b, the hydrolytic fragment of C3,
serves as an opsonin in immunocytes phagocytosis and a fundamental element for C3 and
C5 convertases in the AP of the complement system [57]. The fragments of C3b including
C3c and C3d cannot be involved in the further complement cascade reaction, and the cleav-
age of C3b by CFI means the abatement of complement-mediated immune killing [54,58].
Given the crucial role in balancing complement activation, CFI is considered a vital tar-
get for pharmaceutical control in many complement-mediated autoimmune diseases in
mammals [2,13]. In teleost fish, structural information and the mRNA expression profiles
during pathogen infection are revealed in I. punctatus [22], P. vachellii [23], O. mykiss [25]
and C. carpio [27]. In C. semilaevis, the CFI protein showed broad-spectrum antimicrobial
activities against Gram-positive bacteria and Gram-negative bacteria [24]. The CFI in
P. olivaceus also exhibited apparent binding capacities to a broad spectrum of bacteria and
inhibited bacterial growth [26]. Recently, the interaction of CFI with C3 and the regula-
tion on the deposition of C3 on the host cell surface have been verified in Cyclostomata
Lampetra morii [47], but little research is focused on how CFIs regulate the complement
activation in the more evolved teleost fish. It has been found only in P. olivaceus that the
significant decrease in the serum C3b content is observed after the incubation of recombi-
nant CFI proteins with the serum, thus confirming in P. olivaceus that CFI can negatively
regulate complement activation by cleaving C3b [26]. The structure of C3 homologs seems
to be diverse, with different amino acid sequence lengths, resulting in various sizes of C3’s
stepwise cleavage products, including C3b, C3c, and C3d in different teleost fish [26,59].
Given the diversity of C3 and its stepwise cleavage products in teleost fish, detecting the
content of serum C3b was adopted in the present study to examine the function of CFI
according to the previous study in P. olivaceus [26]. The in vitro experiments indicated that
the treatment of rCiCFI could significantly reduce the C3b protein content in the grass
carp serum, similar with the CFIs in P. olivaceus, Cyclostomata and mammals. Collectively,
the evidence demonstrates a conserved activity of CFI in degrading serum C3b in the
grass carp.

The liver is an important immune tissue for teleost fish, synthesizing various immune-
related proteins [60]. Previous studies have reported that CFI is mainly synthesized by
hepatocytes in the liver in most vertebrates [61-63]. In the present study, we found that both
the mRNA and protein expressions of CiCFI were highest in the liver of grass carp under
normal physiological conditions, consistent with the results in previous studies. Therefore,
CiCFI should also be mainly synthesized in the liver of grass carp. Currently, there are few
studies on complement-reovirus interactions in mammals. Throughout research progress,
however, it is shown that the relationship of complement-virus interactions is complex in
mammals. Different mammalian virus infections involve different complement compo-
nents. It has been recently demonstrated in humans that high levels of complement C3
were associated with persistent lung abnormalities in COVID-19 recovered subjects [64].
Fresh guinea pig serum can enhance the activity of immune serum against Rous sarcoma
virus and this enhanced activity is tightly related to complements [65]. Remarkably, CFI,
a complement inhibitor, has been clearly revealed to be sometimes hijacked by viruses
and sometimes defend against viruses in mammalian hosts [18,20,66]. Therefore, CFI
can be regarded as an important target to control virus infection in human medical re-
search [18,21]. In teleost fish, the expression dynamics of CFIs have been investigated in
immune tissues of several species during pathogenic infections, which may reflect the
host complement system-pathogen interaction patterns. In P. olivaceus, for example, CFI
mRINA expression showed a downward trend from 6 to 48 h in the spleen and kidney
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during E. tarda infection [26]. In C. semilaevis, CFI mRNA expression was also significantly
down-regulated in the liver and intestine post V. anguillarum infection at 6 h, representing
an early stage of infection, while sharply up-regulated at the late stage of infection [24].
The evidence reveals that the expression of CFI mRNA is down-regulated in the early
stages of pathogen infection or disease onset and displays diverse expression patterns in
response to various stimuli in teleost fish. These above mRNA expression changes of CFIs
during bacterial infection were different from that in the present study. We detected the
mRNA and protein expression levels of CiCFI in the liver of grass carp at five disease
periods of GCHD previously described [67], including the incubation period, onset period,
death period, recovering period, and restored period, to clarify the synthetic characteristics
of CiCFI during GCRYV infection. The results showed that both the mRNA and protein
expression levels of CiCFI in the liver of grass carp significantly decreased in the onset
period during GCRYV infection, suggesting the distinct synthetic characteristics of CiCFI in
the early stage of GCHD. Nevertheless, the mRNA and protein expression patterns of CiCFI
differed at the late stage of infection where the mRNA expression returned to its initial level,
while the protein expression level was down-regulated. The reason for this discrepancy
may be that CiCFI proteins would be quickly secreted into the functional places including
the serum where CFI proteins are exhausted to regulate complement activation during
GCRYV infection upon synthesis in the liver, since similar results have been reported [68,69].
Meanwhile, the results about the exhaustion of CiCFI proteins in the serum of grass carps
during GCRYV infection are also observed in our follow-up detection, probably supporting
this explanation.

The serum of vertebrates contains more than 35 complement proteins, and is re-
garded as the functional place for the host complement system to eliminate the invading
pathogens [1,9]. The form and content of complement components in the serum not only
reflect the activation of the host’s complement system, but also represent the result of the
host-pathogen interaction [70-72]. As the central component of the complement system,
C3 is cleaved into C3a and C3b upon microbial pathogen invasion, and is often considered
the marker of complement system activation [73,74]. To explore the potential functional
characteristics and mechanisms of CiCFI in the complement system of grass carp during
GCRY infection, the content of CiC3b and CiCFI in the serum were detected in the present
study. The results showed that the content of CiCFI proteins continued to decline during
GCRYV infection from the early stage at the incubation period to the late stage at the restored
period, corresponding to the results from the liver. In contrast, our previous study has
revealed that Df, a well-known complement enhancer in the AP by cleaving Bf to promote
the cleavage of C3 and the production of C3b, is observed with a continued up-regulated
expression in the grass carp during GCRYV infection, even at the late stage of infection [35].
Theoretically, the down-regulation of CFI and the up-regulation of Df should bring about
an increase in the content of C3b proteins in the serum of grass carp during GCRV infection.
Expectedly, the content of serum CiC3b proteins was first up-regulated and peaked at the
death period in this study. However, the results also revealed that the content of CiC3b
proteins returned to the initial level, although the content of CiCFI proteins was relatively
low in the serum at the restored period. We speculate that there may be other complement
inhibitors that also mediate the degradation and exhaustion of C3b in the serum of grass
carp during GCRV infection in addition to CFI, so that the content of C3b can return to
the initial level when the content of CFI is continuously down-regulated and the content
of Df is continuously up-regulated. In mammals, CFI activity is regulated by cofactors
(such as complement factor H, C4bp, CR1, etc.), so the cleavage of C3b is the result of the
combined effects of CFI and cofactors [12,13]. Given that the fish genomes are equipped
with the majority of human complement homologs including cofactors [5], we think CiCFI
may also cooperate with certain cofactors to regulate the C3b content in the grass carp
serum. Although the timing of the return of CiCFI levels to the initial level remains to
be confirmed, the serum content analysis results collectively suggest the unique response
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characteristics of CiCFI in the complement system after GCRV infection and the complex
regulatory mechanism of the complement system in the grass carp.

In conclusion, this study identifies a complement inhibitor, CiCFI, from the grass
carp C. idella. CiCFl is a serine protease characterized by a conserved functional Tryp_SPc
domain, which harbors three residues of the catalytic triad and three residues of the
substrate binding site. CiCFI proteins can promote the degradation of serum CiC3b, similar
to what has been reported for other CFIs. The mRNA and protein expressions of CiCFI are
the highest in the liver, which represents the main synthetic place of CiCFI in the grass carp.
Unexpectedly, the protein levels of CiCFI were continuously down-regulated in the liver
and serum of grass carp during GCRYV infection, even at the late stage of infection, while the
content of serum C3b proteins first increases and then returns to the initial level, suggesting
a distinct role of CiCFI in regulating complement activation and fish-virus interaction.
Combining the previously reported results that CiDf, a complement enhancer, shows
continuously up-regulated expression levels, a schematic diagram about the functional
and expressional patterns of Df and CFI in the grass carp during GCRV infection can be
constructed (Figure 10). This study may provide an essential basis for the full picture of
the complex complement regulation mechanism mediated by Df and CFI of the grass carp
during pathogen infection.

Grass carp

CFI \
O ( Opsonization and Phagocytosis
Pro—inflammatory Reactions
C3b C3a iC3b Leukocyte Chemotaxis
—>S Assembly of MAC
\ _ The up-regulation of expression

“\\The down-regulation of expression

Figure 10. The schematic diagram of the complement regulatory mechanism mediated by Df and CFI
during GCRYV infection in C. idella. Df, a complement enhancer, shows continuously up-regulated
expression levels in the grass carp during GCRV infection, and has previously been verified to
promote the production of C3b, possibly by cleave Bf. In contrast, CFI, a complement inhibitor,
continues to decline during GCRYV infection from the early stage at the incubation period to the
late stage at the restored period in the grass carp. Correspondingly, the content of serum C3b first
increases and peaks at the death period, and eventually returns to the initial level at the restored
period post GCRYV infection in the grass carp. C3a and C3b produced by the cleavage of C3 can trigger
diverse immune responses including opsonization and phagocytosis, pro-inflammatory reactions,
leukocyte chemotaxis, the assembly of MAC, etc., in the grass carp serum.
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4. Materials and Methods
4.1. Sequence Analysis of CiCFI

The full-length cDNA (GenBank: HM776035.1) and amino acid (GenBank: ADN22949.1)
sequences of CiCFI were obtained from NCBI (https://www.ncbi.nlm.nih.gov/; accessed
on 30 November 2019). The open reading frames (ORF) and deduced amino acid sequence
of CiCFI were analyzed with Expert Protein Analysis System (http://www.expasy.org/;
accessed on 30 November 2019). The isoelectric point and the molecular weight of de-
duced amino acid sequences were predicted at the ExXPASy site (http://web.expasy.org/
compute_pi/; accessed on 30 November 2019). The signal peptide was predicted by
using the SignalP-5.0 tool (https://services.healthtech.dtu.dk/service.php?SignalP-5.0;
accessed on 20 February 2020). Multiple sequence alignment and comparative homol-
ogy analysis of CFls from different species including C. idella (ADN22949.1), D. rerio
(XP_017209949.1), C. gibelio (AGU16535.1), C. Carpio CFI-A (BAB88920.1), C. Carpio CFI-B
(BAB88921.1), A. testudineus (XP_026225021.1), Oryzias latipes (XP_004079594.1), C. semilaevis
(AKN79751.1), Ginglymostoma cirratum (ABV21980.1), X. laevis (NP_001079421.1), G. gallus
(NP_001258947.1), M. musculus (NP_031712.2), Bos taurus (NP_001033185.1), and H. sapiens
(NP_000195.2) were performed by Clustal Omega (https://www.ebi.ac.uk/Toolsmsa/
clustalo/; accessed on 12 November 2021) and MatGat program Version 2.03 (Montclair
State University, Montclair, NJ, USA), respectively. Clustal alignment results were pre-
sented and annotated by using Jalview Version 2.11 (The Barton Group, University of
Dundee, Dundee, UK).

4.2. Structural and Phylogenetic Analysis of CiCFI

The domain architectures were predicted by the Simple Modular Architecture Research
Tool (http://smart.embl-heidelberg.de/; accessed on 12 November 2021). The three-
dimensional structure model was predicted by I-TASSER (http://zhanglab.ccmb.med.
umich.edu/I-TASSER/; accessed on 12 November 2021) protein modeling server with the
human CFI (GenBank: NP_000195.2) as the template and visualized with PyMOL software
Version 2.4.0 (DeLano Scientific LLC, San Carlos, CA, USA).

A phylogenetic tree was constructed by using MEGA software Version 7.0 (Pennsyl-
vania State University, PA, USA) based on full-length amino acid sequences of CFI from
different species (information shown in Table 1), and 1000 bootstrap replicates were set to
assess the reliability of the branching. The phylogenetic tree was displayed and annotated
by using iTOL (https:/ /itol.embl.de/upload.cgi; accessed on 12 November 2021).

4.3. Prokaryotic Expression and Purification of Recombinant CiCFI Protein

The cDNA fragment encoding the mature peptide of CiCFI (?Leu-""°GIn) was ampli-
fied by using 2 x Taq Plus Master Mix II (Vazyme, Nanjing, China) with specific primers of
CiCFI-IF-F and CiCFI-IF-R (Table 2). The PCR fragment was digested by using the BamH I
and EcoR I restriction enzymes (Takara, Kyoto, Japan) and ligated into the expression vector
pGEX-4T-1 (Vazyme, Nanjing, China). The recombinant plasmid of pGEX-4T-1-CiCFI was
transformed into Escherichia coli BL21 (DE3) cells (Novagen, Darmstadt, Germany), and the
transformants were validated by sequencing. Positive transformants were incubated in LB
medium (containing 100 ng/mL ampicillin) at 37 °C with shaking at 180 rpm. When the
ODgq reached 0.5-0.6, 0.5 mM isopropyl-3-D-1-thiogalactosidase (IPTG) was added. After
inducible expression for 24 h, the bacterial culture was sonicated and centrifuged to obtain
the supernatant. The supernatant was further filtered by using a 0.45 pm filter membrane
for protein purification. rCiCFI was purified by using a GST resin column and dialyzed
against PBS buffer at 4 °C for 24 h. The induced bacteria lysate and purified recombinant
protein were examined by SDS-PAGE (GenScript, Nanjing, China) and visualized with
Coomassie Brilliant Blue R-250 (Bio-Rad, Hercules, CA, USA), and the concentration of the
recombinant protein was measured by using the Pierce BCA Protein Assay Kit (Thermo
Fisher Scientific, Waltham, MA, USA). The obtained protein was stored at —20 °C for
subsequent experiments.
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Table 1. The information of CFIs from different vertebrates used in phylogenetic analysis.
Species Accession Number
Lethenteron camtschaticum BAG66070.1
Homo sapiens NP_000195.2
Pongo abelii XP_024101436.1
Bos taurus NP_001033185.1
Mus musculus NP_031712.2
Rattus norvegicus NP_077071.1
Gallus gallus NP_001258947.1
Xenopus laevis NP_001079421.1
Chiloscyllium plagiosum AHA61785.1
Ginglymostoma cirratum ABV21980.1
Oncorhynchus mykiss XP_021449058.1
Esox lucius XP_028973634.1
Oryzias latipes XP_004079594.1
Cynoglossus semilaevis AKN79751.1
Echeneis naucrate XP_029381915.1
Monopterus albus XP_020477827.1
Oreochromis niloticus XP_005459189.1
Anabas testudineus XP_026225021.1
Perca flavescens XP_028420661.1
Ictalurus punctatus ACV87004.1
Tachysurus vachellii ATC38299.1
Tachysurus fulvidraco XP_027018314.1
Electrophorus electricus XP_026852291.1
Cyprinus carpio BAB88920.1/BAB88921.1
Carassius gibelio AGU16535.1
Labeo rohita RXN08433.1
Danio rerio XP_017209949.1
Anabarilius grahami ROL01506.1
Table 2. Description of primers used in this study.
Primer Name Primer Sequence 5'-3/ Usage Accession
CFI-IF-F GATCTGGTTCCGCGTGGATCCCTGAAGGAACTATCAGAGCT CDS amplification
CFI-IF-R CTCGAGTCGACCCGGGAATTCCTGGTTATATTTGGTTACAG  CDS amplification HM776035.1
CFI-F CACATAACGTACTATTGGCAAC qPCR ’
CFI-R CCGACATTGAGTGATGACCA qPCR
[-actin-F GCTATGTGGCTCTTGACTTCG qPCR M25013.1
-actin-R GGGCACCTGAACCTCTCATT qPCR ’
18S rRNA-F ATTTCCGACACGGAGAGG qPCR EU047719.1
185 rRNA-R CATGGGTTTAGGATACGCTC qPCR :

Note: F—forward primer; R—reverse primer.

4.4. Preparation and Validation of Polyclonal Antibodies

The cDNA sequence encoding the protein fragment of CiCFI (4®°Gly->*Leu) was
cloned and recombined to obtain the antigen proteins through prokaryotic expression as in
the above descriptions. This purified recombinant protein fragment (1 pug/uL) was used
to immunize Japanese white rabbits and prepare polyclonal antibodies referring to the
previous report [75]. After four immunizations with antigen proteins and adjuvant (Sigma-
Aldrich, St. Louis, MO, USA), the serum of rabbit was collected and then purified as in the
rabbit anti-CiCFI polyclonal antibodies according to the protocol from IgG Purification Kit-
G (Dojindo, Kumamoto, Japan). For the preparation of rabbit anti-grass carp C3 (designated
as CiC3) polyclonal antibodies, Keyhole limpet hemocyanin (KLH)-conjugated peptide
of CiC3 (GenBank: AAQ74974.1, 13%9G1u-13¢° Asp) was synthesized and employed as the
antigen proteins.

Western blot analysis was conducted to determine the specificity of the polyclonal an-
tibodies against CiCFI and CiC3. Proteins from the blood of healthy grass carp individuals
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were isolated by using an ice-cold RIPA lysis buffer containing phenylmethanesulfonyl
fluoride (Beyotime, Shanghai, China). The protein bands were separated by 10% SDS-PAGE
(Beyotime, Shanghai, China) with DTT in an SDS-PAGE sample loading buffer (Beyotime,
Shanghai, China) and transferred to a polyvinylidene difluoride membrane (Millipore, MA,
USA). The membranes were blocked in QuickBlock Blocking Buffer (Beyotime, Shanghai,
China) for 15 min at 25 °C and incubated with the rabbit anti-CiCFI polyclonal antibody
(diluted 1:1000 in QuickBlock Blocking Buffer) or rabbit anti-CiC3 polyclonal antibody
(diluted 1:1000 in QuickBlock Blocking Buffer) overnight at 4 °C, respectively. After being
washed three times with 1 x Tris-buffered saline containing 0.05% Tween-20, the membrane
was incubated with the 1:2000 diluted HRP-conjugated goat anti-rabbit IgG (Abclonal,
Wuhan, China) at 25 °C for 1 h. Finally, the membranes were incubated in the BeyoECL
Plus substrate system (Beyotime, Shanghai, China) for imaging under the GeneSys Imaging
System (Alcatel, Paris, France).

4.5. The Incubation of rCiCFI with Grass Carp Serum

The activity of rCiCFI to degrade serum C3b protein was analyzed according to
previous descriptions [12]. The grass carp serum was diluted with 20-fold DGVB buffer
(containing 2.5 mM sodium barbital, 71 mM NacCl, 0.15 mM CaCl,, 0.5 mM MgCl,, 2.5%
w/v glucose, 0.1% w/v gelatin, pH 7.4) and mixed with rCiCFI or GST (negative control) to
the final concentration of 40 ug/mL, followed by the incubation at room temperature for 2 h.
The experimental procedures were conducted according to the previous descriptions [76].
In this experiment, we did not detect intrinsic CFI, but we could ensure that all serum
samples were detected at the same dilution. The protein content of CiC3b in the serum was
then detected by western blot as described above. The band intensity was quantified and
analyzed by using Image J software Version 1.48 (NIH, Bethesda, MD, USA). The (3-actin
was used as an internal reference protein.

4.6. The Expression Analysis of CiCFI mRNA and Protein Expression in Different Tissues

For the expression analysis of CiCFI mRNA and protein expression in different tissues,
the liver, spleen, kidney, head kidney, intestine, gill, muscle and skin were sampled from
three uninfected grass carp individuals.

Tissue total RNA was extracted by using an E.ZN.A.® Total RNA Kit IT (Omega,
Norcross, GA, USA). RNA was treated with DNase I, and cDNA was synthesized by using
a RevertAid™ First Strand cDNA Synthesis Kit (Thermo Fisher Scientific, Waltham, MA,
USA), according to the manufacturer’s instructions. qPCR was conducted to investigate
mRNA expression levels of CiCFI in various tissues. The qPCR was performed on the
CEX96 Touch™ Real-Time PCR Detection System (Bio-Rad, Hercules, CA, USA), with
a total volume of 10 pL containing 5 phL. ChamQ™ Universal SYBR® gPCR Master Mix
(Vazyme, Nanjing, China), 1 uL of diluted cDNA template, 0.8 uL primer mixture, and
3.2 uL ddH,O. The qPCR programs were set as follows: 95 °C for 10 min, followed by 35
cycles at 95 °C for 10 s, 60 °C for 10 s, and 72 °C for 15 s, and followed by a dissociation
curve analysis (raised from 65 °C to 95 °C with an increase of 0.5 °C every 5 s) to verify
the amplification of a single product. The relative expression level of the target gene was
normalized against the expression level of the -actin and the 18S *RNA. The data were
analyzed with the 2722Ct method [77]. All primers for gPCR were listed in Table 2.

Tissue proteins were isolated by using an ice-cold RIPA lysis buffer containing phenyl-
methanesulfonyl fluoride. Western blot analysis was executed to detect the protein expres-
sion level of CiCFl in different tissues. The (3-actin was used as an internal reference protein.

4.7. The Detection of CiCFI mRNA and Protein Level in the Liver after GCRV Infection

Grass carps with an average body weight of 60 £ 6.4 g were collected from a fish
farm in Changsha City, Hunan Province, China. The fish were temporarily reared in a
tank for two weeks at a constant temperature of 28 °C and fed twice a day at 2% of their
body weight prior to use in experiments. A total of 60 grass carp were employed for the
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GCRYV challenge experiment, and they were randomly divided into two groups. One group
was intraperitoneally injected with 107 TCIDsp/mL of GCRV-AH528 previously identified
in our lab and set as the experimental group. The other group was intraperitoneally
injected with the equivalent volume of PBS buffer for use as the control group. After GCRV
challenge, samples from five individuals were sampled at five periods according to the
previous study [68], including the incubation period (12 h post GCRV challenge, before
the occurrence of GCHD’s symptoms), onset period (GCHD symptoms were emerging),
death period (grass carps began to die), recovering period (grass carps began to recover),
and restored period (grass carp recovered completely and the symptoms of GCHD were
disappeared). Because the liver and serum were reported as the main sites where CFI was
synthesized and exerted biological functions, respectively, the tissues including the liver
and blood were sampled from the grass carps in the experimental group and control group.
To reveal the synthetic characteristics of CiCFI, the mRNA and protein expression changes
of CiCFI in the liver during GCRV infection were analyzed by qPCR and western blot as in
the above descriptions.

4.8. The Detection of CiCFI and CiC3b Protein Levels in the Serum after GCRV Infection

The blood samples from the experimental group and control group grass carps were
stored at 4 °C overnight for blood coagulation, followed by the centrifugation at 5000 x g
to obtain the upper serum. To investigate the potential function characteristics of CiCFI
during GCRV infection, CiCFI and CiC3b protein levels in the serum were detected by
western blot at four infection periods including onset period, death period, recovering
period, and restored period. The (3-actin was used as an internal reference protein.

4.9. Statistical Analysis

All data were represented as mean =+ standard error (N = 3 or 5). The differences in
relative mRNA and protein levels in the experimental and control groups were compared
by one-way analysis with variance and Duncan’s post-hoc test. All of the statistical analyses
were conducted by using Statistical Package for Social Sciences Version 25.0 (SPSS Inc.,
Chicago, IL, USA). A p-value < 0.05 was considered statistically significant.

Author Contributions: T.X., Q.L. and Z.L. conceived and designed the experiments; Y.L. performed
the experiments; Y.L. analyzed the data; Y.L., X.Z., C.D. and B.Q. contributed to analysis tools; Y.L.
and Z.L. wrote the paper; T.X., Q.L. and Z.L. provided funding; C.D. provided the partial data of
complement factor D; B.X. provided the partial data of transcriptome. All authors have read and
agreed to the published version of the manuscript.

Funding: This work is supported by the National Natural Science Foundation of China (31972787
and U20A2063), the Natural Science Foundation of Hunan Province (2021]]40244), the Key Scientific
Research Project of Education Department of Hunan Province (20A243).

Institutional Review Board Statement: Animal experiment in this study is approved by the Ethics
Committee of Hunan Agricultural University (Changsha, China; Approval Code: 202103395; Ap-
proval Date: 17 September 2021).

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available on request from the
corresponding author.

Acknowledgments: We appreciate Xiangjiang Yang from the Fisheries Research Institute of Hunan
Province (Yuanjiang, Yiyang, China), for his gift of GCRV-AH528 strain.

Conflicts of Interest: The authors declare that they have no conflict of interest. The funding sponsors
have no role in the design of the study, in the collection, analyses, or interpretation of data, in the
writing of the manuscript, or in the decision to publish the results.



Int. . Mol. Sci. 2022, 23, 11369 20 of 22

References

1.  Sarma, ].V.; Ward, P.A. The complement system. Cell Tissue Res. 2011, 343, 227-235. [CrossRef] [PubMed]

2. Brodsky, R.A. Complement in health and disease. Hematol. Oncol. Clin. N. Am. 2015, 29, 965-975. [CrossRef] [PubMed]

3. Nonaka, M. Evolution of the complement system. Subcell. Biochem. 2014, 80, 31-43. [PubMed]

4 Conigliaro, P.; Triggianese, P; Ballanti, E.; Perricone, C.; Perricone, R.; Chimenti, M.S. Complement, infection, and autoimmunity.
Curr. Opin. Rheumatol. 2019, 31, 532-541. [CrossRef]

5. Nakao, M.; Tsujikura, M.; Ichiki, S.; Vo, T.K.; Somamoto, T. The complement system in teleost fish: Progress of post-homolog-
hunting researches. Dev. Comp. Immunol. 2011, 35, 1296-1308. [CrossRef]

6.  Merle, N.S.; Church, S.E.; Fremeaux-Bacchi, V.; Roumenina, L.T. Complement System Part [ —Molecular Mechanisms of Activation
and Regulation. Front. Immunol. 2015, 6, 262. [CrossRef]

7. Pushpa, K.; Gireesh-Babu, P.; Rajendran, K.V.; Purushothaman, C.S.; Dasgupta, S.; Makesh, M. Molecular cloning, sequencing and
tissue-level expression of complement C3 of Labeo rohita (Hamilton, 1822). Fish Shellfish Immunol. 2014, 40, 319-330. [CrossRef]

8. Endo, Y.; Takahashi, M.; Fujita, T. Lectin complement system and pattern recognition. Immunobiology 2006, 211, 283-293.
[CrossRef]

9.  Noris, M.; Remuzzi, G. Overview of complement activation and regulation. Semin. Nephrol. 2013, 33, 479-492. [CrossRef]

10. Menger, M.; Aston, W.P. Isolation and characterization of factor I of the bovine complement system. Am. J. Vet. Res. 2003, 64,
989-993. [CrossRef]

11.  Jusko, M.; Potempa, J.; Kantyka, T.; Bielecka, E.; Miller, HK.; Kalinska, M.; Dubin, G.; Garred, P.; Shaw, L.N.; Blom, A.M.
Staphylococcal proteases aid in evasion of the human complement system. J. Innate Immun. 2014, 6, 31-46. [CrossRef] [PubMed]

12.  Nilsson, S.C.; Sim, R.B.; Lea, S.M.; Fremeaux-Bacchi, V.; Blom, A.M. Complement factor I in health and disease. Mol. Immunol.
2011, 48, 1611-1620. [CrossRef] [PubMed]

13. Lachmann, PJ. The story of complement factor I. Immunobiology 2019, 224, 511-517. [CrossRef] [PubMed]

14. Fraczek, L.A.; Martin, B.K. Transcriptional control of genes for soluble complement cascade regulatory proteins. Mol. Immunol.
2010, 48, 9-13. [CrossRef] [PubMed]

15. Terado, T.; Nonaka, M.I; Nonaka, M.; Kimura, H. Conservation of the modular structure of complement factor I through
vertebrate evolution. Dev. Comp. Immunol. 2002, 26, 403—413. [CrossRef]

16. Roversi, P; Johnson, S.; Caesar, ].J.; McLean, F; Leath, KJ.; Tsiftsoglou, S.A.; Morgan, B.P.; Harris, C.L.; Sim, R.B.; Lea, S.M.
Structural basis for complement factor I control and its disease-associated sequence polymorphisms. Proc. Natl. Acad. Sci. USA
2011, 108, 12839-12844. [CrossRef]

17.  Ricklin, D.; Hajishengallis, G.; Yang, K.; Lambris, ].D. Complement: A key system for immune surveillance and homeostasis. Nat.
Immunol. 2010, 11, 785-797. [CrossRef]

18. Wu, B,; Ouyang, Z.; Lyon, C.J.; Zhang, W,; Clift, T.; Bone, C.R,; Li, B.; Zhao, Z.; Kimata, ].T.; Yu, X.G.; et al. Plasma Levels of
Complement Factor I and C4b Peptides Are Associated with HIV Suppression. ACS Infect. Dis. 2017, 3, 880-885. [CrossRef]

19. Densen, P. Complement deficiencies and meningococcal disease. Clin. Exp. Immunol. 1991, 86, 57-62. [CrossRef]

20. Cunnion, K.M.; Buescher, E.S.; Hair, P.S. Serum complement factor I decreases Staphylococcus aureus phagocytosis. J. Lab. Clin.
Med. 2005, 146, 279-286. [CrossRef]

21. Alosaimi, B.; Mubarak, A.; Hamed, M.E.; Almutairi, A.Z.; Alrashed, A.A.; AlJuryyan, A.; Enani, M.; Alenzi, EQ.; Alturaiki,
W. Complement Anaphylatoxins and Inflammatory Cytokines as Prognostic Markers for COVID-19 Severity and In-Hospital
Mortality. Front. Immunol. 2021, 12, 668725. [CrossRef] [PubMed]

22. Abernathy, ].W,; Lu, J.; Liu, H.; Kucuktas, H.; Liu, Z. Molecular characterization of complement factor I reveals constitutive
expression in channel catfish. Fish Shellfish Immunol. 2009, 27, 529-534. [CrossRef] [PubMed]

23. Qin, C; Gong, Q.; Wen, Z.; Yuan, D. Molecular characterization and expression of complement factor I in Pelteobagrus vachellii
during Aeromonas hydrophila infection. Dev. Comp. Immunol. 2018, 82, 66-71. [CrossRef] [PubMed]

24. Xiang, ], Li, X.; Chen, Y;; Lu, Y;; Yu, M.; Chen, X,; Zhang, W.; Zeng, Y.; Sun, L.; Chen, S.; et al. Complement factor I from flatfish
half-smooth tongue (Cynoglossus semilaevis) exhibited anti-microbial activities. Dev. Comp. Immunol. 2015, 53, 199-209. [CrossRef]

25. Anastasiou, V.; Mikrou, A.; Papanastasiou, A.D.; Zarkadis, I.K. The molecular identification of factor H and factor I molecules in
rainbow trout provides insights into complement C3 regulation. Fish Shellfish Immunol. 2011, 31, 491-499. [CrossRef] [PubMed]

26. Jia, B.B.; Jin, C.D.; Li, M.F. The trypsin-like serine protease domain of Paralichthys olivaceus complement factor I regulates
complement activation and inhibits bacterial growth. Fish Shellfish Immunol. 2020, 97, 18-26. [CrossRef]

27. Nakao, M.; Hisamatsu, S.; Nakahara, M.; Kato, Y.; Smith, S.L.; Yano, T. Molecular cloning of the complement regulatory factor I
isotypes from the common carp (Cyprinus carpio). Immunogenetics 2003, 54, 801-806. [CrossRef]

28. Fisheries Bureau of Ministry of Agriculture in China. China Fishery Statistical Yearbook of 2021; China Agriculture Press: Beijing,
China, 2021.

29. He, L.; Zhang, A.; Xiong, L.; Li, Y,; Huang, R.; Liao, L.; Zhu, Z.; Wang, A.Y. Deep Circular RNA Sequencing Provides Insights into
the Mechanism Underlying Grass Carp Reovirus Infection. Int. . Mol. Sci. 2017, 18, 1977. [CrossRef]

30. Wang, H,; Ding, C.; Wang, J.; Zhao, X,; Jin, S.; Liang, J.; Luo, H.; Li, D.; Li, R.; Li, Y.; et al. Molecular cloning and expression

analysis of coagulation factor VIII and plasminogen involved in immune response to GCRV, and immunity activity comparison
of grass carp Ctenopharyngodon idella with different viral resistance. Fish Shellfish Immunol. 2019, 86, 794-804. [CrossRef]


http://doi.org/10.1007/s00441-010-1034-0
http://www.ncbi.nlm.nih.gov/pubmed/20838815
http://doi.org/10.1016/j.hoc.2015.02.003
http://www.ncbi.nlm.nih.gov/pubmed/26043393
http://www.ncbi.nlm.nih.gov/pubmed/24798006
http://doi.org/10.1097/BOR.0000000000000633
http://doi.org/10.1016/j.dci.2011.03.003
http://doi.org/10.3389/fimmu.2015.00262
http://doi.org/10.1016/j.fsi.2014.07.008
http://doi.org/10.1016/j.imbio.2006.01.003
http://doi.org/10.1016/j.semnephrol.2013.08.001
http://doi.org/10.2460/ajvr.2003.64.989
http://doi.org/10.1159/000351458
http://www.ncbi.nlm.nih.gov/pubmed/23838186
http://doi.org/10.1016/j.molimm.2011.04.004
http://www.ncbi.nlm.nih.gov/pubmed/21529951
http://doi.org/10.1016/j.imbio.2019.05.003
http://www.ncbi.nlm.nih.gov/pubmed/31109748
http://doi.org/10.1016/j.molimm.2010.08.016
http://www.ncbi.nlm.nih.gov/pubmed/20869772
http://doi.org/10.1016/S0145-305X(01)00089-1
http://doi.org/10.1073/pnas.1102167108
http://doi.org/10.1038/ni.1923
http://doi.org/10.1021/acsinfecdis.7b00042
http://doi.org/10.1111/j.1365-2249.1991.tb06209.x
http://doi.org/10.1016/j.lab.2005.07.001
http://doi.org/10.3389/fimmu.2021.668725
http://www.ncbi.nlm.nih.gov/pubmed/34276659
http://doi.org/10.1016/j.fsi.2009.06.007
http://www.ncbi.nlm.nih.gov/pubmed/19540919
http://doi.org/10.1016/j.dci.2018.01.004
http://www.ncbi.nlm.nih.gov/pubmed/29329952
http://doi.org/10.1016/j.dci.2015.06.010
http://doi.org/10.1016/j.fsi.2011.06.008
http://www.ncbi.nlm.nih.gov/pubmed/21703349
http://doi.org/10.1016/j.fsi.2019.12.019
http://doi.org/10.1007/s00251-002-0518-9
http://doi.org/10.3390/ijms18091977
http://doi.org/10.1016/j.fsi.2018.12.024

Int. . Mol. Sci. 2022, 23, 11369 21 of 22

31.

32.

33.

34.
35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.
47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

Roh, H.; Kim, A.; Kim, N.; Lee, Y.; Kim, D.H. Multi-Omics Analysis Provides Novel Insight into Immuno-Physiological Pathways
and Development of Thermal Resistance in Rainbow Trout Exposed to Acute Thermal Stress. Int. . Mol. Sci. 2020, 21, 9198.
[CrossRef]

Chu, P; He, L;; Huang, R.; Liao, L.; Li, Y.; Zhu, Z.; Hu, W.; Wang, Y. Autophagy Inhibits Grass Carp Reovirus (GCRV)
Replication and Protects Ctenopharyngodon idella Kidney (CIK) Cells from Excessive Inflammatory Responses after GCRV Infection.
Biomolecules 2020, 10, 1296. [CrossRef] [PubMed]

Xu, B.H.; Zhong, L.; Liu, Q.L.; Xiao, T.Y.; Su, ] M.; Chen, K.J.; Wang, H.Q.; Dai, Y.J.; Chen, J. Characterization of grass carp spleen
transcriptome during GCRYV infection. Genet. Mol. Res. 2016, 15, gmr6650. [CrossRef] [PubMed]

Volanakis, J.E.; Narayana, S.V. Complement factor D, a novel serine protease. Protein Sci. 1996, 5, 553-564. [CrossRef] [PubMed]
Ding, C.H.; Xiao, T.Y.; Qin, B.B.; Xu, B.H; Lv, Z.; Wang, H.Q. Functional Identification of Complement Factor D and Analysis of
Its Expression during GCRV Infection in Grass Carp (Ctenopharyngodon idella). Int. J. Mol. Sci. 2021, 22, 12011. [CrossRef]
Cheema, N.; Herbst, A.; McKenzie, D.; Aiken, ].M. Apoptosis and necrosis mediate skeletal muscle fiber loss in age-induced
mitochondrial enzymatic abnormalities. Aging Cell 2015, 14, 1085-1093. [CrossRef]

Martin, M.; Leffler, ].; Smolag, K.I.; Mytych, |.; Bjork, A.; Chaves, L.D.; Alexander, ].J.; Quigg, R.J.; Blom, A.M. Factor H uptake
regulates intracellular C3 activation during apoptosis and decreases the inflammatory potential of nucleosomes. Cell Death Differ.
2016, 23, 903-911. [CrossRef]

Kraiczy, P.; Skerka, C.; Zipfel, P.F.; Brade, V. Complement regulator-acquiring surface proteins of Borrelia burgdorferi: A new
protein family involved in complement resistance. Wien. Klin. Wochenschr. 2002, 114, 568-573.

Giang, J.; Seelen, M.A.J.; van Doorn, M.B.A ; Rissmann, R.; Prens, E.P.; Damman, ]. Complement Activation in Inflammatory Skin
Diseases. Front. Immunol. 2018, 9, 639. [CrossRef]

Modinger, Y.; Rapp, A.; Pazmandi, J.; Vikman, A.; Holzmann, K.; Haffner-Luntzer, M.; Huber-Lang, M.; Ignatius, A. C5aR1
interacts with TLR2 in osteoblasts and stimulates the osteoclast-inducing chemokine CXCL10. J. Cell Mol. Med. 2018, 22, 6002-6014.
[CrossRef]

Corvillo, F; Okroj, M.; Nozal, P.; Melgosa, M.; Sanchez-Corral, P.; Lépez-Trascasa, M. Nephritic Factors: An Overview of
Classification, Diagnostic Tools and Clinical Associations. Front. Immunol. 2019, 10, 886. [CrossRef]

Inafuku, S.; Klokman, G.; Connor, K.M. The Alternative Complement System Mediates Cell Death in Retinal Ischemia Reperfusion
Injury. Front. Mol. Neurosci. 2018, 11, 278. [CrossRef] [PubMed]

Smith, L.C.; Shih, C.S.; Dachenhausen, S.G. Coelomocytes express SpBf, a homologue of factor B, the second component in the
sea urchin complement system. J. Immunol. 1998, 161, 6784-6793.

Ai, S.; Zheng, J.; Qiu, C.X,; Lu, X.L.; Li, X.W. Urinary proteomics analysis based on mass spectrometry and identification of
therapeutic targets of Shenkangling interventions in rats with adriamycin nephropathy using iTRAQ. Am. J. Transl. Res. 2018, 10,
2115-2125.

Tsuru, H.; Osaka, M.; Hiraoka, Y.; Yoshida, M. HFD-induced hepatic lipid accumulation and inflammation are decreased in Factor
D deficient mouse. Sci. Rep. 2020, 10, 17593. [CrossRef] [PubMed]

Holland, M.C.; Lambris, J.D. The complement system in teleosts. Fish Shellfish Immunol. 2002, 12, 399-420. [CrossRef] [PubMed]
Lv, W,; Ma, A; Chi, X;; Li, Q.; Pang, Y; Su, P. A novel complement factor I involving in the complement system immune response
from Lampetra morii. Fish Shellfish Immunol. 2020, 98, 988-994. [CrossRef] [PubMed]

Nilsson, S.C.; Nita, I.; Mansson, L.; Groeneveld, TW.; Trouw, L.A.; Villoutreix, B.O.; Blom, A.M. Analysis of binding sites on
complement factor I that are required for its activity. J. Biol. Chem. 2010, 285, 6235-6245. [CrossRef]

Tsiftsoglou, S.A.; Willis, A.C.; Li, P,; Chen, X.; Mitchell, D.A.; Rao, Z.; Sim, R.B. The catalytically active serine protease domain of
human complement factor I. Biochemistry 2005, 44, 6239-6249. [CrossRef]

Geerlings, M.].; Volokhina, E.B.; de Jong, E.K.; van de Kar, N.; Pauper, M.; Hoyng, C.B.; van den Heuvel, L.P; den Hollander, A.L
Genotype-phenotype correlations of low-frequency variants in the complement system in renal disease and age-related macular
degeneration. Clin. Genet. 2018, 94, 330-338. [CrossRef]

Ullman, C.G.; Haris, PI; Smith, K.F,; Sim, R.B.; Emery, V.C.; Perkins, S.J. Beta-sheet secondary structure of an LDL receptor
domain from complement factor I by consensus structure predictions and spectroscopy. FEBS Lett. 1995, 371, 199-203. [CrossRef]
Ullman, C.G.; Perkins, S.J. The Factor I and follistatin domain families: The return of a prodigal son. Biochem. J. 1997, 326, 939-941.
[CrossRef] [PubMed]

Haefliger, J.A.; Tschopp, J.; Vial, N.; Jenne, D.E. Complete primary structure and functional characterization of the sixth
component of the human complement system. Identification of the C5b-binding domain in complement C6. J. Biol. Chem. 1989,
264,18041-18051. [CrossRef]

Lambris, ].D.; Lao, Z.; Oglesby, T.J.; Atkinson, J.P.; Hack, C.E.; Becherer, ]J.D. Dissection of CR1, factor H, membrane cofactor
protein, and factor B binding and functional sites in the third complement component. J. Immunol. 1996, 156, 4821-4832. [PubMed]
Ricklin, D.; Reis, E.S.; Mastellos, D.C.; Gros, P.; Lambris, ].D. Complement component C3—The “Swiss Army Knife” of innate
immunity and host defense. Immunol. Rev. 2016, 274, 33-58. [CrossRef]

Janssen, B.J.; Huizinga, E.G.; Raaijmakers, H.C.; Roos, A.; Daha, M.R.; Nilsson-Ekdahl, K.; Nilsson, B.; Gros, P. Structures of
complement component C3 provide insights into the function and evolution of immunity. Nature 2005, 437, 505-511. [CrossRef]


http://doi.org/10.3390/ijms21239198
http://doi.org/10.3390/biom10091296
http://www.ncbi.nlm.nih.gov/pubmed/32911775
http://doi.org/10.4238/gmr.15026650
http://www.ncbi.nlm.nih.gov/pubmed/27173223
http://doi.org/10.1002/pro.5560050401
http://www.ncbi.nlm.nih.gov/pubmed/8845746
http://doi.org/10.3390/ijms222112011
http://doi.org/10.1111/acel.12399
http://doi.org/10.1038/cdd.2015.164
http://doi.org/10.3389/fimmu.2018.00639
http://doi.org/10.1111/jcmm.13873
http://doi.org/10.3389/fimmu.2019.00886
http://doi.org/10.3389/fnmol.2018.00278
http://www.ncbi.nlm.nih.gov/pubmed/30174588
http://doi.org/10.1038/s41598-020-74617-5
http://www.ncbi.nlm.nih.gov/pubmed/33067533
http://doi.org/10.1006/fsim.2001.0408
http://www.ncbi.nlm.nih.gov/pubmed/12194452
http://doi.org/10.1016/j.fsi.2019.11.017
http://www.ncbi.nlm.nih.gov/pubmed/31712129
http://doi.org/10.1074/jbc.M109.097212
http://doi.org/10.1021/bi047680t
http://doi.org/10.1111/cge.13392
http://doi.org/10.1016/0014-5793(95)00916-W
http://doi.org/10.1042/bj3260929v
http://www.ncbi.nlm.nih.gov/pubmed/9334166
http://doi.org/10.1016/S0021-9258(19)84676-8
http://www.ncbi.nlm.nih.gov/pubmed/8648130
http://doi.org/10.1111/imr.12500
http://doi.org/10.1038/nature04005

Int. . Mol. Sci. 2022, 23, 11369 22 of 22

57.

58.

59.

60.

61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

Qiu, W.Q.; Luo, S.;; Ma, S.A.; Saminathan, P,; Li, H.; Gunnersen, ].M.; Gelbard, H.A.; Hammond, ].W. The Sez6 Family Inhibits
Complement by Facilitating Factor I Cleavage of C3b and Accelerating the Decay of C3 Convertases. Front. Immunol. 2021, 12, 607641.
[CrossRef]

Xue, X.; Wu, J.; Ricklin, D.; Forneris, E; Di Crescenzio, P.; Schmidt, C.Q.; Granneman, J.; Sharp, T.H.; Lambris, ].D.; Gros, P.
Regulator-dependent mechanisms of C3b processing by factor I allow differentiation of immune responses. Nat. Struct. Mol. Biol.
2017, 24, 643-651. [CrossRef]

Nakao, M.; Miura, C.; Itoh, S.; Nakahara, M.; Okumura, K.; Mutsuro, J.; Yano, T. A complement C3 fragment equivalent to
mammalian C3d from the common carp (Cyprinus carpio): Generation in serum after activation of the alternative pathway and
detection of its receptor on the lymphocyte surface. Fish Shellfish Immunol. 2004, 16, 139-149. [CrossRef]

Morris, K.M.; Aden, D.P.,; Knowles, B.B.; Colten, H.R. Complement biosynthesis by the human hepatoma-derived cell line HepG2.
J. Clin. Investig. 1982, 70, 906-913. [CrossRef]

Kunnath-Muglia, L.M.; Chang, G.H.; Sim, R.B.; Day, A.].; Ezekowitz, R.A. Characterization of Xenopus laevis complement factor I
structure—Conservation of modular structure except for an unusual insert not present in human factor I. Mol. Immunol. 1993, 30,
1249-1256. [CrossRef]

Shin, D.H.; Webb, B.M.; Nakao, M.; Smith, S.L. Characterization of shark complement factor I gene(s): Genomic analysis of a
novel shark-specific sequence. Mol. Immunol. 2009, 46, 2299-2308. [CrossRef] [PubMed]

Schlaf, G.; Rothermel, E.; Oppermann, M.; Schieferdecker, H.L.; Jungermann, K.; Gétze, O. Rat complement factor I: Molecular
cloning, sequencing and expression in tissues and isolated cells. Immunology 1999, 98, 464—474. [CrossRef]

Chi, H.; Zhou, K;; Shen, L.; Xu, J.; Li, J.; Chen, S.; Wu, X,; Tung, TH.; Shen, B.; Zhu, H. The evaluation of the immune status of
COVID-19 recovered subjects with persistent abnormal lung CT after one year: A longitudinal cohort study. Int. Immunopharmacol.
2022, 110, 109019. [CrossRef] [PubMed]

Hirsch, R.L. The complement system: Its importance in the host response to viral infection. Microbiol. Rev. 1982, 46, 71-85.
[CrossRef] [PubMed]

Fan, B.; Peng, Q.; Song, S.; Shi, D.; Zhang, X.; Guo, W.; Li, Y,; Zhou, J.; Zhu, X.; Zhao, Y.; et al. Nonstructural Protein 1 of Variant
PEDV Plays a Key Role in Escaping Replication Restriction by Complement C3. J. Virol. 2022, 01024-22. [CrossRef] [PubMed]
Xu, B.H.; Ly, L.G;; Xiao, T.Y,; Liu, Q.L.; Su, H.; Liu, Y.; Ni, ].J. Cloning of the full-length cDNA of the gene encoding complement
C5 from grass carp (Ctenopharyngodon idella) and its expression in different tissues by following grass carp reovirus infection.
Aquacult. Int. 2021, 29, 2035-2048. [CrossRef]

Zimmer, J.; Hobkirk, J.; Mohamed, F.; Browning, M.].; Stover, C.M. On the Functional Overlap between Complement and
Anti-Microbial Peptides. Front. Immunol. 2015, 5, 689. [CrossRef]

Meng, X.; Shen, Y.; Wang, S.; Xu, X.; Dang, Y.; Zhang, M.; Li, L.; Zhang, J.; Wang, R.; Li, ]. Complement component 3 (C3): An
important role in grass carp (Ctenopharyngodon idella) experimentally exposed to Aeromonas hydrophila. Fish Shellfish Immunol.
2019, 88, 189-197. [CrossRef]

de Vries, S.P.; Bootsma, H.J. Differential gene expression of Moraxella catarrhalis upon exposure to human serum. Genom. Data
2014, 2, 312-313. [CrossRef]

Del Tordello, E.; Vacca, I.; Ram, S.; Rappuoli, R.; Serruto, D. Neisseria meningitidis NalP cleaves human complement C3,
facilitating degradation of C3b and survival in human serum. Proc. Natl. Acad. Sci. USA 2014, 111, 427-432. [CrossRef]

Chen, D.D; Li, J.H.; Yao, Y.Y.; Zhang, Y.A. Aeromonas hydrophila suppresses complement pathways via degradation of complement
C3 in bony fish by metalloprotease. Fish Shellfish Immunol. 2019, 94, 739-745. [CrossRef] [PubMed]

Coulthard, L.G.; Woodruff, T.M. Is the Complement Activation Product C3a a Proinflammatory Molecule? Re-evaluating the
Evidence and the Myth. J. Immunol. 2015, 194, 3542-3548. [CrossRef] [PubMed]

Carr, ].M.; Cabezas-Falcon, S.; Dubowsky, J.G.; Hulme-Jones, J.; Gordon, D.L. Dengue virus and the complement alternative
pathway. FEBS Lett. 2020, 594, 2543-2555. [CrossRef]

Zhao, X; Xiao, T.; Jin, S.; Wang, J.; Wang, J.; Luo, H.; Li, R.; Sun, T.; Zou, J.; Li, Y. Characterization and immune function of the
interferon-f3 promoter stimulator-1 in the barbel chub, Squaliobarbus curriculus. Dev. Comp. Immunol. 2020, 104, 103571. [CrossRef]
Wang, L.; Wang, L.; Zhang, D.; Jiang, Q.; Sun, R.; Wang, H.; Zhang, H.; Song, L. A novel multi-domain C1qDC protein from
Zhikong scallop Chlamys farreri provides new insights into the function of invertebrate C1qDC proteins. Dev. Comp. Immunol.
2015, 52, 202-214. [CrossRef] [PubMed]

Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 2001, 25, 402-408. [CrossRef] [PubMed]


http://doi.org/10.3389/fimmu.2021.607641
http://doi.org/10.1038/nsmb.3427
http://doi.org/10.1016/S1050-4648(03)00057-3
http://doi.org/10.1172/JCI110687
http://doi.org/10.1016/0161-5890(93)90040-I
http://doi.org/10.1016/j.molimm.2009.04.002
http://www.ncbi.nlm.nih.gov/pubmed/19423168
http://doi.org/10.1046/j.1365-2567.1999.00886.x
http://doi.org/10.1016/j.intimp.2022.109019
http://www.ncbi.nlm.nih.gov/pubmed/35816945
http://doi.org/10.1128/mr.46.1.71-85.1982
http://www.ncbi.nlm.nih.gov/pubmed/7045625
http://doi.org/10.1128/jvi.01024-22
http://www.ncbi.nlm.nih.gov/pubmed/36037478
http://doi.org/10.1007/s10499-021-00733-2
http://doi.org/10.3389/fimmu.2014.00689
http://doi.org/10.1016/j.fsi.2019.02.061
http://doi.org/10.1016/j.gdata.2014.09.008
http://doi.org/10.1073/pnas.1321556111
http://doi.org/10.1016/j.fsi.2019.09.057
http://www.ncbi.nlm.nih.gov/pubmed/31561026
http://doi.org/10.4049/jimmunol.1403068
http://www.ncbi.nlm.nih.gov/pubmed/25848071
http://doi.org/10.1002/1873-3468.13730
http://doi.org/10.1016/j.dci.2019.103571
http://doi.org/10.1016/j.dci.2015.05.009
http://www.ncbi.nlm.nih.gov/pubmed/26049063
http://doi.org/10.1006/meth.2001.1262
http://www.ncbi.nlm.nih.gov/pubmed/11846609

	Introduction 
	Results 
	Sequence Feature of CiCFI 
	The Predicted Domain Architecture and Three-Dimensional Structure Characteristic of CiCFI 
	The Phylogenetic Tree of CFIs 
	The Activity of CiCFI to Degrade CiC3b 
	The Distributions of CiCFI mRNA Transcripts and Proteins in Grass Carp Tissues 
	The mRNA and Protein Expression Changes of CiCFI in the Liver during GCRV Infection 
	The Fold Changes of CiCFI and CiC3b Proteins in the Serum during GCRV Infection 

	Discussion 
	Materials and Methods 
	Sequence Analysis of CiCFI 
	Structural and Phylogenetic Analysis of CiCFI 
	Prokaryotic Expression and Purification of Recombinant CiCFI Protein 
	Preparation and Validation of Polyclonal Antibodies 
	The Incubation of rCiCFI with Grass Carp Serum 
	The Expression Analysis of CiCFI mRNA and Protein Expression in Different Tissues 
	The Detection of CiCFI mRNA and Protein Level in the Liver after GCRV Infection 
	The Detection of CiCFI and CiC3b Protein Levels in the Serum after GCRV Infection 
	Statistical Analysis 

	References

