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Abstract: Transforming growth factor-β (TGF-β)-activated kinase 1 (TAK1), TAK1-binding protein 1
(TAB1) and TAB2 are components of the mitogen-activated protein kinase (MAPK) pathway. In this
study, TAK1, TAB1 and TAB2 were characterized from golden pompano (Trachinotus ovatus), a marine
fish of great economic value, and named as trTAK1, trTAB1 and trTAB2, respectively. The lengths of
the cDNA sequences of the three genes were 2429 bp, 2068 bp and 4229 bp and encoded 575, 506 and
759 amino acids, respectively. The trTAK1, trTAB1 and trTAB2 genes shared high sequence identities
and were well clustered with their counterparts from other fish species. Real-time qPCR analysis
showed that the three genes were constitutively expressed in all the selected tissues of healthy pom-
pano, and the expression levels of the three genes were significantly up-regulated in head kidney and
spleen following Vibrio alginolyticus, lipolysaccharide (LPS) and polyinosinic polycytidylic acid (poly
I:C) challenge, indicating their roles in the immune response against pathogens in golden pompano.
Our results provide a basis for further study of the functions of these genes in golden pompano.
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1. Introduction

Transforming growth factor-β (TGF-β) activated kinase 1 (TAK1, also known as MP-
KKK7), a member of the mitogen-activated protein kinase (MAPK) family, plays a key role
in the “upstream of MAPK” pathway [1,2]. TAK1 can be activated by cytokines (such as:
TGF-β, TNF-α and IL-1β), bone morph proteins (BMP), toll-like receptors (TLRs), immune-
related B-cell receptors (BCR) and T-cell receptors (TCR) [1,3,4]. In vitro over-expression
studies reveal that TAK1 is involved in the IKK, JNK and p38/MAPK signaling pathways
mediated by TNFR1 and IL-1R/TLR, confirming its special role in inflammatory signaling
pathways [5,6]. In the innate immune response of Drosophila, TAK1 is essential for the
expression of many antimicrobial peptides and participates in the activation of JNK and
NF-κB during resistance to Gram-negative bacteria [7,8]. Moreover, the IMD signaling path-
way is severely impaired in TAK1-deficient Drosophila [9,10]. Additionally, TAK1-deficient
mice showed a significant reduction in bone marrow Ig-positive B-cell numbers and the
expression of survival factor Bcl-2 [11]. These results indicate that TAK1 plays an important
role in the immune response against pathogens.

The activation of TAK1 requires TAK1-binding protein 1 (TAB1), TAB2 and TAB3 [12].
TAB1 binds to the N-terminus of TAK1 to promote the autophosphorylation of two thre-
onine residues (Thr-184 and Thr-187) and one serine residue (Ser-192) of TAK1, which is
essential for TAK1 kinase activity [13]. In addition, TAB1 can interact with P38α, leading
to the phosphorylation and activation of P38α. The activated P38α then phosphorylates
TAB1 at Ser-423, Thr-431 and Ser-438, and phosphorylated TAB1 reduces TAK1 activity,
thereby establishing a feedback control mechanism to terminate TAK1 activation [14,15].
Therefore, TAB1 can selectively activate or inhibit TAK1 activation under the stimulation
of different immune signals. Unlike TAB1, TAB2 binds to the C-terminus of TAK1 and
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promotes TAK1 activation through TNF receptor-associated factor (TRAF) [16]. TAB2 and
TAB3 both contain a C-terminal NZF ubiquitin-binding domain, which can link to the
lysine-63 (K-63) multiubiquitin chain of tumor necrosis factor receptor-associated factor 6
(TRAF6). Thus, when TAB2 is deficient, TAB3 can replace TAB2 to fulfil its functions [17].
Additionally, mammalian TAK1, TAB1, TAB2 and TAB3 trigger a signal cascade through the
formation of a TAK1–TABs complex, leading to the activation of NF-κB, thereby promoting
the secretion of a variety of immune factors, including pro-inflammatory cytokines and
chemokines [18]. It has been found that the TAK1–TABs complex mediates a wide range
of biological functions, including immunity, inflammatory responses, proliferation and
differentiation, angiogenesis and myocardial homeostasis [19–21].

Thus far, TAK1 and/or TAB1 and/or TAB2 have been identified in several marine
species, such as large yellow croaker (Larimichthys crocea) [22,23], grass carp
(Ctenopharyngodon idellus) [24,25], orange-spotted grouper (Epinephelus coioides) [26,27],
black carp (Mylopharyngodon piceus) [28,29], Japanese flounder (Paralichthys olivaceus) [30]
and rainbow trout (Oncorhynchus mykiss) [31], providing valuable information about the
roles of TAK1, TAB1 and TAB2 in fish innate immunity.

Golden pompano, Trachinotus ovatus, which is a species of percoid fish of high eco-
nomic value, is widely distributed in tropical and subtropical oceans [32]. The annual
production of golden pompano has reached approximately 120,000 tons in South China [33].
However, the frequent outbreaks and spread of diseases caused by bacteria [34], viruses [35]
and parasites [36,37] limit the expansion of pompano farming and production. Understand-
ing the roles of TAK1, TAB1 and TAB2 may contribute to preventing the diseases of golden
pompano, as most diseases are accompanied by inflammatory responses. In the present
study, the cDNA of trTAK1, trTAB1 and trTAB2 were cloned by RT-PCR and RACE-PCR
methods. The sequence features of these three genes were analyzed by bioinformatics
methods, and their transcription levels in normal tissues and in Vibrio alginolyticus, LPS
and poly I:C infections were detected using real-time quantitative PCR (qPCR). Our study
will contribute to further study of the functions of these genes in golden pompano.

2. Materials and Methods
2.1. Fish and Tissue Samples

Eighty healthy golden pompano weighing about 400 g were purchased from a local
farm in Qinzhou (Guangxi, China), maintained at 26 ± 2 ◦C in a tank with air-pumped
seawater in our breeding base for at least 2 weeks before experiments. The gill, brain, heart,
head kidney, muscle, liver, spleen and intestine tissues were randomly isolated from four
pompano for basal gene expression analysis.

The rest of the fish were randomly divided into the LPS-injected group, poly I:C-
injected group, V. alginolyticus-injected group and control group. Fish in the LPS-injected
group were intraperitoneally (i.p.) injected with LPS (dissolved in PBS, 2 µg/µL). Fish in
the poly I:C-injected group were i.p. injected with poly I:C (dissolved in PBS, 2 µg/µL).
Fish in the V. alginolyticus-injected group were i.p. injected with V. alginolyticus (dissolved
in PBS, 5 × 108 CFU/mL) and fish in the control group were i.p. injected with PBS. The
injection volume was 100 µL per fish. Additionally, at 0, 6, 12, 24, 48 h post-injection (hpi),
head kidney (HK) and spleen tissues were collected from three fish per group. All tissue
samples were immediately frozen in liquid nitrogen and stored at −80 ◦C until use.

2.2. Total RNA Extraction and cDNA Synthesis

A TRIzol Kit (TaKaRa, Japan) was used to extract the total RNA from the spleen
tissue of four pompano following the manufacturer’s instructions. Spectrophotometry
(Eppendorf, Germany) and 1% agarose gel electrophoresis were used to determine the
quality and quantity of total RNA. A RevertAid First Strand cDNA Synthesis Kit (Thermo,
USA) was used for transcribing the total RNA into first strand cDNA, and 3′ RACE cDNA
and 5′ RACE cDNA were produced using a SMART RACE cDNA Amplification Kit
(TaKaRa, Japan) according to the manufacturer’s instructions.
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2.3. Molecular Cloning of trTAK1, trTAB1 and trTAB2 cDNA

Degenerate primers (Table 1) were designed based on the TAK1, TAB1 and TAB2
conserved sequences of large yellow croaker (GenBank accession numbers: MG210566.1,
MG210567.1 and XM_019253325.1) and orange-spotted grouper (GenBanck accession num-
ber:s JX856141.1, KM669146.1 and KM669147.1) available in the GenBank, separately.
Nested PCR (Bio-Rad, California, USA) was used to amplify partial cDNA fragments.
The PCR amplification reaction system was 25 µL, including 1 µL first strand cDNA, 1 µL
upstream and downstream primers (10 µM), 9.5 µL ddH2O and 12.5 µL 2 × EasyTaq® PCR
SuperMix (TaKaRa, Osaka, Japan), and the PCR program was as follows: 94 ◦C for 4 min,
30 cycles of 94 ◦C for 30 s, 66 ◦C for 30 s, and 72 ◦C for 2 min, and 72 ◦C for 10 min. The
5′- and 3′-ends were obtained by nested 5′ and 3′ RACE PCR with intragenic primers and
universal primers (UPM and NUP) (Table 1). The nested RACE PCR program was 94 ◦C
for 4 min, followed by 30 cycles of 94 ◦C for 30 s, 66 ◦C for 30 s, 72 ◦C for 2 min, and a
final extension at 72 ◦C for 10 min. All the PCR products were ligated into the pMD18-T
vector (TaKaRa, Japan) and sequenced (Sangon, Shanghai, China). The full-length cDNA se-
quences of trTAK1, trTAB1 and trTAB2 were assembled by DNAstar software 7.0, separately.

Table 1. Primers used in this study.

Primer Name Primer Sequence (5′ to 3′) Application

PCR

TrTAK1F1 ATGGRAAGGCAAAGATGTYGCAAT

TrTAK1 cDNA cloning
TrTAK1F2 TTGTGATGGAATATGCTGAAGGCG

TrTAK1R1 CTGTCTCTTCTGTTGCTGGACCCG
TrTAK1R2 NAGACTCTTGTTCTCCTCCAGCAGCT

TrTAB1F1 ATCARAGCTGGACAGATGACCTGCC

TrTAB1 cDNA cloning
TrTAB1F2 GCCTTTGATGTGGTGGAGAAGAGCT

TrTAB1R1 AGCTCTGCGTCTGGGTGTTGGTR
TrTAB1R2 YARGGTGGAGGCMGTGTTGGTTC

TrTAB2F1 CAGGGAAGCCACCAGATTGACAYTC
TrTAB2 cDNA cloningTrTAB2F2 GCCAGAAGTTCCCTGAAGTCCCA

TrTAB2R1 TGCACTGGGATTAAAGTGTGGTCCT
TrTAB2R2 GGAGATCAATTTCTTTGGTGAGGCA

RACE-PCR

TrTAK1-3F1 GCTCCCTGTCCCAACTCCAARNAG TrTAK1-3′ RACE cloningTrTAK1-3F2 AGRAGGACCAGCAGAACACATCGC

TrTAK1-5R1 GCTCATGGCATGGGAAGCAGTGTA TrTAK1-5′ RACE cloningTrTAK1-5R2 GGTTCAGCACCATGCAGCACATTA

TrTAB1-3F1 AGGACATGACCCTGCTCATCCG TrTAB1-3′ RACE cloningTrTAB1-3F2 ACCCTCACCAATGGAACCAACACT

TrTAB1-5R1 TAGCTCCTCCTGACACCTCCTGCY TrTAB1-5′ RACE cloningTrTAB1-5R2 TCGTCTCAAAGTAGCTCTTCTCCACC

TrTAB2-3F1 CATGGAGAGGCTGTGGCATGAGTY TrTAB2-3′ RACE cloningTrTAB2-3F2 GAGAATGACCTGACCAGAAGACGGC

TrTAB2-5R1 ATTTCGGAGTCTGGTGAAGCTGGG TrTAB2-5′ RACE cloningTrTAB2-5R2 TGGGACAAGTATTCACAGCAGGCG
UPM-L CTAATACGACTCACTATAGGGCAAG

CAGTGGTATCAACGCAGAGT RACE random primerUPM-S CTAATACGACTCACTATAGGGC
NUP AAGCAGTGGTATCAACGCAGAGT

qPCR

TrTAK1QF ATGTGACTTTGGAACGGCCT TrTAK1 qPCRTrTAK1QR TGATGCGAAAAGCTGGTCCT

TrTAB1QF CTAGTGTCACCCTGTCGCTG TrTAB1 qPCRTrTAB1QR GACTTCCTCTCTGGCGGAAC

TrTAB2QF CCCACCCAAACCCAAAGGTA TrTAB2 qPCRTrTAB2QR CGGGAATTCGCACTGTTCAC

β-actin-F GCTACGTCGCCCTGGACTTC β-actin qPCR
β-actin-R CTCATGGATTCCGCAGGACTC

Note: The UPM primers used in RACE-PCR were mixed with UPM-S primers and UPM-L primers according to
the molar ratio of 5:1. Y = C/T; M = A/C; R = A/G; N = G/C.
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2.4. Sequence Analysis

The online website BLASTX (http://blast.ncbi.nlm.nih.gov/Blast.cgi, accessed on
2 June 2020) was used to annotate the three gene sequences of golden pompano. The
ExPASy website (http://web.expasy.org/translate/, accessed on 12 June 2021) was used
for deducing the corresponding amino acids, theoretical molecular weight (MW) and
isoelectric point (pI). The MegAlign software of the DNAstar 7 software package (http:
//www.dnastar.com/, accessed on 7 July 2021) was used to calculate the TAK1, TAB1
and TAB2 protein identities between golden pompano and other vertebrates. The simple
modular architecture research tool (SMART) (http://smart.emblheidelberg.de/, accessed
on 21 July 2021) was used to predict the protein domain. Phylogenetic analysis was
constructed by MEGA 5.0 software using the neighbor-joining method with bootstrap
settings at 10,000 replicates.

2.5. RT-qPCR

Real-time PCR for the target genes was performed using a SYBR® Green PreMix Ex
TaqTM II (TaKaRa, Japan) and quantified on the LightCycler480 (Roche Applied Science,
Basel Switzerland). The PCR program comprised denaturation at 94 ◦C for 3 min followed
by 40 cycles of 94 ◦C for 30 s, 60 ◦C for 30 s, 72 ◦C for 20 s. The reaction volume was
20 µL, including 10 µL SYBR® Green PreMix Ex TaqTM ii (TaKaRa, Japan), 0.5 µL per
primer (0.2 µM), 2 µL cDNA template, and 7 µL ddH2O. Each reaction was performed
in triplicate. The relative expression levels of trTAK1, trTAB1 and trTAB2 in healthy fish
tissues were normalized as β-actin expression levels. The transcript changes of trTAK1,
trTAB1 and trTAB2 in the head kidney and spleen of pompano after bacterial, PBS and poly
I:C stimulated were analyzed by the 244CT method, and the control group was simulated
with PBS at the same sampling time point and calculated by fold change [38]. The primers
for qPCR are listed in Table 1.

2.6. Statistical Analysis

The qPCR data were calculated in GraphPad Prism 7.0 software and expressed as
the mean ± standard error (SE). All assumptions were met prior to data analysis, and the
results were analyzed by one-way analysis of variance (ANOVA) using SPSS 25.0 software.
p values of less than 0.05 were regarded as statistically significant; p values of less than 0.01
were considered to represent an extremely significant difference.

3. Results
3.1. Sequence Features of trTAK1

The full cDNA sequence of trTAK1 (GenBank accession number: MN539080) was
2429 bp, containing a 111 bp 5′-untranslated region (5′-UTR), a 590 bp 3′-UTR with a typical
poly(A) structure and a 1728 bp open reading frame (ORF) encoding 575 amino acids
(aa) (Figure 1A). The predicted molecular weight and the theoretical pI of trTAK1 were
64.28 kDa and 5.99, respectively. Multiple sequence alignment showed that trTAK1 had
a 95.1–97.9% identity with its counterparts in other fish species (Table 2), among which
trTAK1 had the highest identity with greater amberjack (Seriola dumerili) TAK1 (97.9%),
followed by large yellow croaker TAK1 (97%), and the lowest identity with yellowtail
kingfish (Seriola lalandi) TAK1 (95.1%). Additionally, it had higher identities with TAK1s
of human (80.5%) and mouse (81.1%) than trTAB1 and trTAB2 with TAB1s and TAB2s of
human and mouse. Protein domain analysis revealed that trTAK1 had a S_TKc domain
at its N-terminus and a CCR domain at its C-terminus (Figure 1B). These domains, which
were conserved, exist in the large yellow croaker, human, emperor penguin and western
painted turtle (Figure 2).

http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://web.expasy.org/translate/
http://www.dnastar.com/
http://www.dnastar.com/
http://smart.emblheidelberg.de/
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Table 2. The identities (%) between the three genes’ amino acid sequence and other vertebrates.

T. ovatus H. sapiens M. musculus S. dumerili S. lalandi L. crocea P. flavescens E. coioides P. olivaceus O. niloticus C. semilaevis

TAK1 80.5 81.1 97.9 96.2 97.0 95.1 96.9 96.3 95.9 95.5
TAB1 65.0 64.8 96.4 96.4 95.5 94.5 96.0 94.6 92.9 92.1
TAB2 69.7 68.7 97.9 98.1 94.6 93.8 95.6 95.1 89.4 86.3

Note: The accession number for each sequence is listed in phylogenetic tree.
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Figure 1. Nucleotide and deduced amino acid sequence of the trTAK1 gene (A) and its predicted
domains (B). The start codon (atg) and stop codon (tga) are marked in cyan. The CCR domain is
marked in green, and the S_TKc domain is marked in red.

3.2. Sequence Features of trTAB1

The full-length trTAB1cDNA sequence (GenBank accession number: MN539081) was
2068 bp, containing a 19 bp 5′-untranslated region (5′-UTR), a 528 bp 3′-UTR with a typical
poly(A) structure and a 1521 bp open reading frame (ORF) encoding 506 amino acids
(aa) (Figure 3A). The predicted molecular weight and the theoretical pI of trTAB1 were
54.69 kDa and 5.67, respectively. Multiple sequence alignment showed that pompano
TAB1 had a 92.1–96.4% identity (Table 2) with those in other fish species, among which
trTAB1 had the highest identity with greater amberjack TAB1 and yellowtail kingfish TAB1
(96.4%), followed by orange-spotted grouper TAB1 (96%), and the lowest identity with half
smooth tongue sole TAB1 (92.1%); in addition, it had lower identities with that of human
(65.0%) and mouse (64.8%). Protein domain analysis revealed that trTAB1 contained a
sigma factor PP2C-like phosphatase (PP2C_SIG) domain (Figure 3B). Multiple sequence
analysis indicated that the TAB1s of other vertebrates also contained typical PP2C domains
at their amino termini (Figure 4).
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Figure 2. Multiple amino acid sequence alignment between trTAK1 and other vertebrates’ TAK1. The
S_TKc and CCR domains of trTAK1 are boxed. Asterisk is regarded as the number of amino acids,
and there will be one asterisk for every 10 amino acids. The species are golden pompano (T. ovatus),
large yellow croaker (L. croea), human (H. sapiens), emperor penguin (A. forsteri) and western painted
turtle (C. picta), and their GenBank accession numbers are listed in phylogenetic tree.

3.3. Sequence Features of trTAB2

The complete cDNA sequence of trTAB2 (GenBank accession number: MN539082)
was 4229 bp, containing a 363 bp 5′-untranslated region (5′-UTR), a 1586 bp 3′-UTR with
a typical poly(A) structure and a 2280 bp open reading frame (ORF) encoding 759 amino
acids (aa) (Figure 5A). The predicted molecular weight and the theoretical pI of trTAB1
were 54.69 kDa and 5.67, respectively. Multiple sequence alignment showed that the
identities between trTAB2 and TAB2 of other fish species ranged from 86.3% to 98.1%
(Table 2). trTAB2 had the highest identity with yellowtail kingfish TAB2 (98.1%), followed
by greater amberjack TAB2 (97.9%), and the lowest identity with half smooth tongue sole
TAB2 (86.3%). Domain prediction showed that trTAB2 contains an amino-terminating CUE
domain, a CCR domain and a carboxy-terminating ZnF domain (Figure 5B), similar to
TAB2 of other vertebrates (Figure 6).
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Figure 4. Multiple amino acid sequence alignment between trTAB1 and other vertebrates’ TAB1. The
PP2C_SIG domains and ‘VxFxxFxxxWxxxH’ sequence of trTAB1 are boxed. Asterisk is regarded
as the number of amino acids, and there will be one asterisk for every 10 amino acids. The species
are golden pompano (T. ovatus), greater amber jack (S. dumerili), Sumatran orangutan (P. abelii), red
jungle fowl (G. gallus) and etuarine crocodile (C. porosus), and their GenBank accession numbers are
listed in phylogenetic tree.
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marked in green, the ZnF domain is marked in cyan and the CUE domain is marked in red.

3.4. Phylogenetic Analysis of trTAK1, trTAB1 and trTAB2

Phylogenetic trees were constructed with the TAK1, TAB1 and TAB2 protein sequences
of various species to investigate the evolutionary relationship of trTAK1, trTAB1 and trTAB2.
The results showed that TAK1 (Figure 7A), TAB1 and TAB2 (Figure 7B) homologues could
be divided into four groups: birds, reptiles, mammals and fishes, in agreement with
previous studies [23]. Moreover, trTAK1 was clustered closely with Japanese flounder
TAK1; trTAB1 shared the closest evolutionary relationship with greater amberjack TAB1
and yellowtail kingfish TAB1. Similarly, trTAB2 was grouped closely with the TAB2s of
great amberjack and yellowtail kingfish, which was in line with the results of the sequence
comparison (Table 2). Additionally, the phylogenetic analysis of trTAK1, trTAB1 and
trTAB2 showed a highly correlated evolutionary relationship with other piscine TAK1,
TAB1 and TAB2.



Fishes 2022, 7, 173 9 of 17

Fishes 2022, 7, x FOR PEER REVIEW 9 of 18 
 

 

Figure 5. Nucleotide and deduced amino acid sequence of the trTAB2 gene (A) and its predicted 
domains (B). The start codon (atg) and stop codon (tga) are marked in pink. The CCR domain is 
marked in green, the ZnF domain is marked in cyan and the CUE domain is marked in red. 

 
Figure 6. Multiple amino acid sequence alignment between trTAB2 and other vertebrates’ TAB2. 
The CUE, CCR and ZNF domains of trTAB2 are boxed. Asterisk is regarded as the number of amino 
acids, and there will be one asterisk for every 10 amino acids. The species are golden pompano (T. 
ovatus), orange-spotted grouper (E. coioides), human (H. sapiens), Eurasian blue tit (C. caeruleus) and 
western painted turtle (C. picta), and their GenBank accession numbers are listed in phylogenetic 
tree. 

3.4. Phylogenetic Analysis of trTAK1, trTAB1 and trTAB2 
Phylogenetic trees were constructed with the TAK1, TAB1 and TAB2 protein se-

quences of various species to investigate the evolutionary relationship of trTAK1, trTAB1 
and trTAB2. The results showed that TAK1 (Figure 7A), TAB1 and TAB2 (Figure 7B) hom-
ologues could be divided into four groups: birds, reptiles, mammals and fishes, in 

Figure 6. Multiple amino acid sequence alignment between trTAB2 and other vertebrates’ TAB2. The
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and there will be one asterisk for every 10 amino acids. The species are golden pompano (T. ovatus),
orange-spotted grouper (E. coioides), human (H. sapiens), Eurasian blue tit (C. caeruleus) and western
painted turtle (C. picta), and their GenBank accession numbers are listed in phylogenetic tree.



Fishes 2022, 7, 173 10 of 17

Fishes 2022, 7, x FOR PEER REVIEW 10 of 18 
 

 

agreement with previous studies [23]. Moreover, trTAK1 was clustered closely with Jap-
anese flounder TAK1; trTAB1 shared the closest evolutionary relationship with greater 
amberjack TAB1 and yellowtail kingfish TAB1. Similarly, trTAB2 was grouped closely 
with the TAB2s of great amberjack and yellowtail kingfish, which was in line with the 
results of the sequence comparison (Table 2). Additionally, the phylogenetic analysis of 
trTAK1, trTAB1 and trTAB2 showed a highly correlated evolutionary relationship with 
other piscine TAK1, TAB1 and TAB2. 

 

Figure 7. Evolutionary relationships of the TAK1 (A), TAB1 and TAB2 (B) of vertebrates. The tree was
inferred using the neighbor-joining method with bootstrap settings of 10,000 replicates. The trTAK1,
trTAB1 and trTAB2 analyzed in the study are marked by black boxes. The evolutionary distances were
computed using the JTT matrix-based method. The analysis of A and B involved 19 and 38 amino
acid sequences, separately. The sequences used for phylogenetic analysis of TAK1 and/or TAB1
and/or TAB2 in different species, including T. ovatus, S. dumerili, E. coioides, L. crocea, P. olivaceus,
C. semilaevis, P. flavescens, S, lalandi, O. niloticus, P. paniscus, H. sapiens, M. musculus, A. cunicularia,
A. forsteri, M. undulatus, O. hoazin, G. japonicus, C. picta bellii, S. scrofa, M. mulatta, P. abelii, C. caeruleus,
F. cherrug, G. gallus, G. gangeticus, C. porosus, O. aries, A. rowi, C. mydas, and the accession numbers for
each sequence are given after the gene name.



Fishes 2022, 7, 173 11 of 17

3.5. Basal Tissue Expression of trTAK1, trTAB1 and trTAB2

The expression of trTAK1, trTAB1 and trTAB2 in tissues of healthy golden pompano
was detected using qPCR. The results showed that the transcription of trTAK1 and trTAB1
was constitutive in all tested healthy pompano tissues (Figure 8). Furthermore, the mRNA
of trTAK1 was highly expressed in the liver, intestine and brain, but weakly expressed in
the heart and muscle, and the expression of trTAB1 was in agreement with that of grass
carp TAB1 and large yellow croaker TAB1 [22,25], whereas the highest expression of trTAB2
was observed in the intestine, followed by the liver, brain, gill, spleen, head kidney, heart
and muscle.
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Figure 8. Expression patterns of trTAK1, trTAB1 and trTAB2 in tissues of healthy golden pompano.
The expression values were normalized to β-actin, and the data were expressed as mean ± SE.
The expression level in muscle was set to 1.0 as control. Bars that do not share a letter represent a
significant difference (p < 0.05) of the same gene among different tissues.

3.6. Transcripts Changes of trTAK1, trTAB1 and trTAB2 in Response to LPS, Poly I:C and
V. alginolyticus Challenges

To investigate the roles of trTAK1, trTAB1 and trTAB2 during pathogen invasion, the
fish were stimulated with LPS, poly I:C and V. alginolyticus, and the expression of these
three genes was analyzed. The results are shown in Figure 9A–F. Following LPS stimulation,
the expression level of trTAK1 reached the highest level in the HK and spleen at 12 h, then
gradually returned to the normal value, and remained with no significant change at 48 h. In
contrast, trTAB1 reached peaks in the HK and spleen at 12 h and 24 h post LPS stimulation,
respectively, and then decreased to the normal level. The expression of trTAB2 in the HK
and spleen increased from 24 h to 48 h post LPS stimulation, and peaked at 24 h.

After poly I:C stimulation, the expression of trTAK1 in the HK and spleen peaked
at 6 h, and then began to decline. At 24 h, the expression of trTAK1 in the spleen peaked
again, but remained unchanged in HK. The expression of trTAB1 in the HK and spleen
reached its highest at 24 h, and decreased to the normal level at 48 h. The expression of
trTAB2 in the HK and spleen peaked at 12 h, and then decreased.

After V. alginolyticus challenge, the expression level of trTAK1 in the HK and spleen
increased significantly from 12 h to 24 h, and returned to the normal level at 48 h. The
expression level of trTAB1 peaked at 24 h and 12 h in the HK and spleen, respectively. The
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expression of trTAB2 in the HK and spleen peaked at 24 h, then began to decline; there
were no changes at 48 h.
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Figure 9. Expression patterns of trTAK1, trTAB1 and trTAB2 in spleen and head kidney (HK)
following the Vibrio alginolyticus, LPS and poly I:C challenge (A–F). The expression changes of the
three genes were analyzed using the 244CT method. The relative expressions of target genes in each
tissue were normalized to that of β-actin and fold-change relative to the expression levels at time
0 (set as 1). Results are expressed as mean ± SE from three independent triplicated experiments.
Asterisks and double stars indicate that the same experimental group is significantly different from
0 h (* p < 0.05, ** p < 0.01).

4. Discussion

TAK1, which can be activated by many pro-inflammatory signals, plays a critical role
in inflammation and regulates innate and adaptive immune responses [39]. In mammals,
TABs activate TAK1 by forming a kinase complex (TAK–TABs), which is required for
the activation of NF-κB [40]. However, the molecular characteristics of TAK1 and TABs
in teleost fish, as well as their immune function, remain largely unknown—although
they have been reported in grass carp [25], black carp [28] and large yellow croaker [22].
To understand the characteristics and roles of trTAK1, trTAB1 and trTAB2, their gene
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and amino acid sequences and expression patterns before and after LPS, poly I:C and
V. alginolyticus infection were investigated.

In this study, trTAK1 possessed a S_TKc domain at its N-terminus and a CCR domain
at its C-terminus (Figure 1B). These domains are conserved in the large yellow croaker,
human, emperor penguin and western painted turtle (Figure 2). Similar results were
also observed in TAK1s of grass carp [24], Japanese flounder [30], blunt snout bream
(Megalobrama amblycephala) [41] and mammals [42,43]. The S_TKc domain plays an impor-
tant role in the interaction between TAK1 and TAB1 and is essential for the activation of
IKK and MAPKs [44,45]. Meanwhile, the CCR domain plays key roles in the interaction
between TAK1 and TAB2, and mediating the combination of TAK1 and TRAF6 [13,46].
The finding of these two domains in pompano TAK1 indicates the conserved functions
of TAK1 in fishes and mammals. trTAB1 contained a sigma factor PP2C-like phosphatase
(PP2C_SIG) domain (Figure 3B), in agreement with those of TAB1s in black carp [29], grass
carp [24], orange-spotted grouper and large yellow croaker [22]. PP2C is a protein phos-
phatase involved in the regulation of the MAPK signaling pathway [47]. Although TAB1
contains a PP2C-like domain, it lacks key residues required for binding divalent cations
and catalytic activity, and therefore has no phosphatase activity, so TAB1 is considered
a pseudophosphatase [48]. Previous studies have shown that TAB1 Phe-484, located in
the conserved motif (PYVDXA/TXF) that was at the α-helix of the carboxyl terminus
region of TAB1s in large yellow croaker [22,23], orange-spotted grouper [27], grass carp
and human [25], was crucial for TAK1 binding and activation [18,49]. Interestingly, a motif
‘PYVDFSQFYRLWGSDH’ (478–493aa) and a conserved Phe-482 residue were also found
in the carboxy-terminal region of trTAB1, suggesting that TAB1s are highly conserved
in fish species and the Phe residue within the conserved motif of TAB1 proteins might
be involved in TAK1 activation and interaction [22]. In contrast, trTAB2 was composed
of an amino-terminating CUE domain, a CCR domain and a carboxy-terminating ZnF
domain (Figure 5B), similar to the TAB2s of other vertebrates (Figure 6) and fishes [25,26].
CUE is a conserved ubiquitin-binding domain and is essential for TAB2-dependent cell
responses [50,51]; the CCR domain plays an important role in the interaction between
TAB2 and TAK1 [46], and ZnF domain has a significant role in the binding between TAB2
and TRAF6 [52]. These results suggest that trTAB2 may also have similar functions to
mammalian TAB2 in the innate immune response. In addition, trTAK1, trTAB1 and trTAB2
showed a highly correlated evolutionary relationship (Figure 7) and identities (Table 2)
with other piscine TAK1s, TAB1s and TAB2s, which indicates that trTAK1, trTAB1 and
trTAB2 might have a similar function with those of other fish species [31].

RT-qPCR results showed that trTAK1, trTAB1 and trTAB2 were constitutively dis-
tributed in all of the tested healthy pompano tissues and their expression levels were
distinct in different tissues (Figure 8), consistent with their expression in human [53], rain-
bow trout [31], large yellow croaker and grass carp [23,54], suggesting that these genes
may perform similar biological functions in different species. The different expressions
of trTAK1, trTAB1 and trTAB2 in different tissues indicate these three genes might be
tissue-specific [55]. Furthermore, trTAK1 was the highest in the liver, followed by the brain,
intestine, head kidney, spleen, gill, heart and muscle, similar to that of grass carp TAK1 and
large yellow croaker TAK1 [22,24], implying that they might have a close relationship in
many physiological events. However, different tissue expression profiles of TAK1s were
observed in Japanese flounder and grass crab [30,31], which might be explained by differ-
ences in the fish species and feeding conditions [56]. The spleen is an important systemic
lymphoid organ in fish. The highest expression of trTAB1 was observed in the spleen and
heart, indicating that TAB1 actively participates in the fish immune response and plays an
important role in the heart [57]. Meanwhile, trTAB2 was most highly expressed in the liver.
Additionally, the high expression of TAB2 in the liver was observed for that of large yellow
croaker [23] and grass carp [25]. Besides, a TAB2-deficient mouse resulted in embryonic
lethality due to liver degeneration and apoptosis [58]. These results indicate that TAB2
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plays a crucial role in the liver [59], and fish TAB2 might play a similar role in the function
of the liver [60].

TAK1 plays an important role in both innate and adaptive immune responses in
mediating inflammation [28], and performs different biological roles in many signaling
pathways, such as TGF-β, WNT and NF-κB [7]. In mammals, TAK1 and its binding
proteins (TAB1, TAB2 and TAB3), which are important signal transduction proteins in
MyD88-dependent TLR signaling pathways, can activate the host immune response [61–64].
In addition, previous studies have shown that TAK1 is involved in the innate immune
response and inducing the activity of NF-κB by forming a complex with TAB1 and TAB2 in
teleost fishes [22,23,25,41]. In the present study, following LPS stimulation, the expression
level of trTAK1 reached its highest level in the HK and spleen at 12 h. In contrast, trTAB1
reached its highest level in the HK and spleen at 12 h and 24 h, respectively, whereas the
expression of trTAB2 in the HK and spleen peaked at 24 h. The changes in the expression
patterns of these three pompano genes were consistent with those observed in previous
studies of other fish. For example, amphioxus TAK1 was significantly increased after LPS
stimulation [65,66]; Japanese flounder TAK1 expression showed significant upregulation
after PAMPs challenge [30]; large yellow croaker TAK1 and TAB1 were induced in LCK
cells after LPS and poly I:C stimulation, and the interaction of TAK1 and TAB1 enhanced
LPS-induced cytokine release by modulating NF-κB activation [22]. In addition, it also
showed that large yellow croaker TAK1, TAB1 and TAB2 were increased in the spleen and
HK by V. parahemolyticus stimulation [23]. These results indicate that TAK1, TAB1 and TAB2
are involved in the immune response against bacterial infection in golden pompano. After
poly I:C stimulation, the expression of trTAK1, trTAB1 and trTAB2 in the HK and spleen
were up-regulated. Similarly, high expressions of TAK1, TAB1 and TAB2 following poly I:C
stimulation have also been reported in other fish species. The large yellow croaker TAK1
and TAB1 were induced in the spleen after poly I:C stimulation [67]. Black carp TAK1 was
induced in MPAK cells after LPS and poly I:C stimulation [28]. Additionally, the interaction
between TAK1 and TAB1 can boost the IFN signaling mediated by IRF7 during black carp
innate immune activation against GCRV and SVCV [29]. In addition, it has been reported
that the knockdown of TAB2 significantly reduced the production of the inflammatory
cytokines TNF-α, IL-8 and IL-1β in miiuy croaker (Miichthys miiuy) macrophages [68]. These
results suggest that the trTAK1, trTAB1 and trTAB2 genes are involved in the antiviral
process of golden pompano. After V. alginolyticus challenge, the expression level of trTAK1
in the HK and spleen increased significantly from 12 h to 24 h, and returned to the normal
level at 48 h. The expression level of trTAB1 peaked at 24 h and 12 h in the HK and spleen,
respectively. The expression of trTAB2 in the HK and spleen peaked at 24 h, then began
to decline, and there were no changes at 48 h. Similar results were observed in other fish
species. For example, rainbow trout TAK1 was strongly induced in RTH-149 cells following
E. tarda and LPS stimulation [31]. Soiny mullet (Liza haematocheila) TAK1 was up-regulated
in the spleen and HK after S. dysgalactiae infection [56]. Western mosquitofish (Gambusia
affinis) TAK1 was significantly increased post A. hydrophila injection [69]. In addition, the
expressions of pro-inflammatory cytokines (IL-1β, IL-8 and TNF-α) were induced in grass
carp TAK1/TAB1 co-overexpressed cells after the potential vaccine antigen of V. mimicus
stimulation. These results suggest that TAK1, TAB1 and TAB2 play an important role in the
fish immune defense against microbial pathogens.

5. Conclusions

In the present study, TAK1 and its binding proteins (TAB1 and TAB2) were char-
acterized from golden pompano and their expression levels in normal tissues, and HK
and spleen following LPS, poly I:C and V. alginolyticus stimulation, were analyzed. The
studied trTAK1, trTAB1 and trTAB2 shared similar characteristics with their counterparts
in other vertebrates. High expression levels of these three genes were observed in the
spleen and liver. Following LPS, poly I:C and V. alginolyticus infection, these three genes
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were up-regulated in the HK and spleen, indicating their roles in the immune response
against pathogens.
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