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Simple Summary: Temperature plays a crucial role in the growth and development of fish, par-
ticularly during the early stages. This study aimed to investigate the effects of different breeding
temperatures (21, 24, 27, and 30 ◦C) on the growth and nutrient metabolism of Platax teira lar-
vae using transcriptomic techniques. The analysis revealed differentially expressed genes (DEGs)
associated with various biological processes, such as metabolism, catalytic activity, and cellular
processes. Pathway analysis showed enrichment in metabolic pathways, including matter and energy
metabolism, protein digestion and absorption, and glucose and lipid metabolism. The study also
observed that gene expression related to energy, lipid, and glucose metabolism was upregulated
at lower temperatures (21 ◦C), while extremely high temperatures (30 ◦C) led to suppressed nutri-
ent metabolism and growth due to oxidative stress. These findings highlight the involvement of
nutrient metabolism pathways in the thermal stress response of P. teira, with an optimal breeding
temperature range of 24–27 ◦C. This study contributes to our understanding of the regulatory mecha-
nisms of larval development under different growth temperatures, providing insights for industrial
breeding practices.

Abstract: The growth, development, and survival of fish, especially in the early stages of devel-
opment, is influenced by a complex of environmental factors, among which temperature is one of
the most important. Although the physiological effects of environmental stress in fish have been
extensively studied, the molecular mechanisms are poorly understood. However, recent advances in
transcriptomic techniques have facilitated the study of the molecular mechanisms of environmental
stress responses in aquatic species. Here, we aimed to elucidate the effects of breeding temperatures
(21, 24, 27, and 30 ◦C) on the growth and nutrient metabolism in the early developmental stage
of Platax teira, using transcriptomic techniques. Transcriptomic analysis identified 5492, 6937, and
4246 differentially expressed genes (DEGs) in the 21 vs. 24 ◦C, 27 vs. 24 ◦C, and 30 vs. 24 ◦C com-
parisons, respectively, most of which were involved in cell processes, single organism, metabolism,
catalytic activity, and cell part, based on gene ontology (GO) functional annotations. Kyoto Ency-
clopedia of Genes and Genomes (KEGG) enrichment analysis showed that the DEGs were mainly
enriched in pathways related to metabolism of matter and energy, protein digestion and absorption,
and glucose and lipid metabolism. Additionally, the expression of genes related to energy, lipid, and
glucose metabolism in the fish liver was upregulated under a low-temperature condition (21 ◦C),
although increasing the temperature within the acceptable threshold improved nutrient metabolism
and growth in the fish. Meanwhile, nutrient metabolism and growth were suppressed by an extremely
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high temperature (30 ◦C) owing to oxidative stress. Overall, it was shown that nutrient metabolism
pathways were involved in thermal stress responses in P. teira, and the optimal breeding temperature
range was 24–27 ◦C. Through transcriptomics, the regulatory mechanism of larval development in P.
teira under different growth temperatures was elucidated, with the goal of establishing a theoretical
basis for industrial breeding.

Keywords: Platax teira; temperature; high-throughput sequencing; metabolism; TCA cycle;
PPAR pathway

1. Introduction

In recent years, coastal and intertidal zones have experienced an increase in extreme
weather events associated with global warming. These events encompass various phe-
nomena, such as severe storms, heatwaves, and abrupt temperature fluctuations [1]. The
aquaculture industry, which depends on stable environmental conditions, is particularly
susceptible to these changes. Temperature fluctuations have the potential to disturb the
growth, reproduction, and overall health of cultured species, resulting in significant eco-
nomic losses [2]. Consequently, the aquaculture industry faces significant challenges in
adapting to and mitigating the impacts of these increasing extreme weather events as-
sociated with global warming. Fish are ectothermic animals, and temperature plays a
crucial role in maintaining the stability of their internal environment [3]. Fish can respond
to temperature changes through physiological, biochemical, and metabolic adaptation
processes [4]. Temperature changes above the biological threshold will not only increase
the oxygen demand, metabolic rate, and oxygen consumption rate of the organism, but
also reduce food intake and inhibit immunity, which can negatively affect growth and
survival [5]. In particular, the larvae and juvenile stage are crucial periods, as the organisms
are more susceptible to changes in environmental temperature during these stages [6]. Ther-
mal stress is mainly manifested as high deformity rates, low survival rates, and abnormal
growth rates of juveniles [7]. Although several studies have examined the physiological
response of aquatic species to temperature, the underlying molecular mechanisms are
poorly understood.

Recent advances in sequencing and omics technology have facilitated the study of
biological mechanisms. High-throughput RNA-seq technology enables the comprehensive
analysis of differentially expressed genes (DEGs) under different treatments, improving
the understanding of the entire transcriptome of organisms [8]. RNA-seq has been widely
used in different fields of aquatic biology. For instance, Qian et al. [9] identified the
genes and pathways involved in thermal stress responses in large yellow croaker (Larim-
ichthy crocea) using RNA-seq. Similarly, Lyu et al. [10] sequenced the transcriptome of
Korean rockfish (Sebastes schlegelii) under acute cold and heat stress and identified a total of
584 annotated DEGs. The liver is one of the most important metabolic organs in fish, and it
plays an essential role in regulating immune defense and hormone synthesis in fish [11].
Additionally, the liver plays an important regulatory role in thermal stress management
by reducing thermal stress damage in fish [12]. Transcriptomic analysis has shown that
DEGs in the liver of Nile tilapia (Oreochromis niloticus) exposed to cold stress were mainly
enriched in nucleic acid synthesis pathway, amino acid and carbohydrate metabolism,
apoptosis, and immunity [13]. Similarly, amino acid, fat, and glucose metabolism increased
in the liver of spotted perch exposed to high temperatures to meet the energy demand to
cope with heat stress [14].

Platax teira, also known as long-finned batfish, is native to the Indo-Pacific and is
widely distributed in subtropical and tropical coastal areas. P. teira has a high growth rate
and high economic value [15]. However, the growth and development of the species is
affected by temperature extremes, especially during the early growth stages. We specu-
late that the growth, development and survival of the larva and fry of P. teira would be
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affected by environmental temperature. Therefore, this study aims to elucidate the effect
of breeding temperature on early development and nutrient metabolism in P. teira, using
transcriptomic techniques. It is anticipated that the findings of this study would improve
the understanding of the molecular mechanism of thermal stress responses in the larva and
juveniles of P. teira. The results of this study have important implications for the selection
of optimal temperature conditions for P. teira culture in aquaculture.

2. Materials and Methods
2.1. Experimental Materials and Design

The P. teira (3 years old) used in this study were selected from the brood stock cul-
tivated in Lingshui, Hainan Province. After 45 days of nutrient fortification (during the
intensification process, fresh frozen small miscellaneous fish were fed four times a day),
10 female and 10 male fish with mature gonads were selected and anesthetized using
eugenol (30–50 mg·L−1), and then injected with oxytocin to induce egg release. Thereafter,
the eggs were artificially fertilized and transferred into a well-aerated 500 L conical-bottom
hatching bucket containing saline water. Floating high-quality fertilized eggs (appearance
of myomere) were screened and transport to Shenzhen by plane.

The experiment was performed in four farming ponds (8 m × 7 m × 1.8 m) located
in the factory workshop in Shenzhen. The temperature of each culture pond was con-
trolled by a thermostat (Foshan Wino refrigeration equipment Co., Ltd. Foshan, China).
Approximately 10,000 fertilized eggs were selected for incubation in the hatching bucket.
Based on the hatching results, the hatching rate was calculated to be 95%. The incubation
conditions were temperature, 24 ◦C; dissolved oxygen, >6.5 mg·L−1; salinity, 34; and pH,
7.8 ± 0.5. The larvae were cultured in still water for the first 7 days, and then cultured
in micro-flow water. Through preliminary experiments, it was found that the larvae of
the P. teira could not survive at a temperature of <20 ◦C. To examine the effect of thermal
stress on larva and juvenile development, we established a low-temperature (21 ◦C) and
two high-temperature groups (27 and 30 ◦C), with the natural water temperature (24 ◦C) as
the control group. Each breeding pond contained three hanging cages (1 m × 1 m × 1.5 m) for
replication. The hatched larvae were transferred to cages, with 500 fish per cage. The water
temperature was adjusted to the experimental temperature at a rate of 1 ◦C per 8 h from 24 ◦C,
and the water temperature was controlled within ±0.5 ◦C. Except for the temperature, the
cultivation and incubation conditions were the same across the groups, and the fish were
fed three times a day, ensuring sufficient food and satiation feeding. The feeding strategy is
shown in Figure 1. Every day before feeding, 10 fish were selected from each temperature
group to observe the changes in morphology and development. The newly hatched larvae
are transparent in appearance, with a considerable distribution of branchiostegal rays on
the body surface. They sequentially go through the fry stage and the juvenile stage before
entering the young fish stage. During the young fish stage, the fin spines and fin rays
have fully developed, and the characteristic features include three black stripes on the
head, trunk, and tail, while the body appears silver-white. After 32 days (all temperature
groups entered the juvenile stage), a total of 9 fish were taken from each temperature group,
3 fish were randomly selected from each cage and anesthetized with eugenol, and
3 fish liver samples were pooled as one sample, frozen in liquid nitrogen, and stored in a
−80 ◦C refrigerator [16]. All experiments in this study were approved by the Animal Care
and Use Committee of the South China Sea Fisheries Research Institute, Chinese Academy
of Fishery Sciences (no. SCSFRI96-253) and performed according to the regulations and
guidelines established by this committee.
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Figure 1. Feeding strategies and growth curves of P. teira larvae and juveniles during aquaculture. 
Images of (a) 1 dph larvae; (b) 19 dph juveniles; (c) juveniles; (d) abnormal individuals. (e) Feeding 
strategy and growth curve. 

2.2. RNA Extraction and Sequencing 
Total RNA was extracted from the liver samples using TRIzol reagent (Invitrogen, 

Thermo Fisher Scientific, Waltham, MA, USA), according to the manufacturer’s instruc-
tions. Total RNA concentration and integrity were determined using a NanoDrop 
(Thermo Fisher Scientific). In this study, when the RNA Integrity Number (RIN) value is 
greater than 7, the analyzed RNA samples were considered to have sufficient integrity 
and stability. Input RNA samples were prepared using 3 µg of RNA. mRNA was purified 
from total RNA using poly-T oligomagnetic beads, and DNA fragmentation was per-
formed at high temperatures using Illumina proprietary fragmentation buffer. First-
strand cDNA was synthesized using random oligonucleotide primers and SuperScript II, 
followed by the synthesis of second-strand cDNA using RNase H and DNA polymerase 
I. An exonuclease/polymerase activity is required to convert the remaining overhangs to 
blunt ends and to eliminate the enzyme. Hybridization was performed with Illumina PE 

Figure 1. Feeding strategies and growth curves of P. teira larvae and juveniles during aquaculture.
Images of (a) 1 dph larvae; (b) 19 dph juveniles; (c) juveniles; (d) abnormal individuals. (e) Feeding
strategy and growth curve.

2.2. RNA Extraction and Sequencing

Total RNA was extracted from the liver samples using TRIzol reagent (Invitrogen,
Thermo Fisher Scientific, Waltham, MA, USA), according to the manufacturer’s instructions.
Total RNA concentration and integrity were determined using a NanoDrop (Thermo Fisher
Scientific). In this study, when the RNA Integrity Number (RIN) value is greater than 7, the
analyzed RNA samples were considered to have sufficient integrity and stability. Input
RNA samples were prepared using 3 µg of RNA. mRNA was purified from total RNA using
poly-T oligomagnetic beads, and DNA fragmentation was performed at high temperatures
using Illumina proprietary fragmentation buffer. First-strand cDNA was synthesized
using random oligonucleotide primers and SuperScript II, followed by the synthesis of
second-strand cDNA using RNase H and DNA polymerase I. An exonuclease/polymerase
activity is required to convert the remaining overhangs to blunt ends and to eliminate
the enzyme. Hybridization was performed with Illumina PE oligonucleotides after they
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were adenylated at the 3′ ends of the DNA fragments. A 400–500 bp cDNA fragment was
selected, and the library fragment was purified using the AMPure XP system (Beckman
Coulter, Pasadena, CA, USA). DNA fragments were selectively enriched for both end-joined
molecules in a 15-cycle PCR using an Illumina PCR primer cocktail. PCR products were
purified (AMPure XP system) and quantified using an Agilent Bioanalyzer 2100 (Agilent
Technologies, Santa Clara, CA, USA). Libraries were sequenced by Meiji Biotechnology Co.,
Ltd. using a NovaSeq 6000 platform (Illumina. Inc., San Diego, CA, USA).

2.3. Differential Gene Expression Analysis

Trinity (https://github.com/trinityrnaseq/trinityrnaseq/wiki (accessed on 23 Jan-
uary 2023)) was used to assemble the transcriptome from scratch. TransRate (http://
hibberdlab.com/transrate/ (accessed on 23 January 2023)) was used to filter and optimize
the sequence of the transcriptome and remove common errors (including chimeras, struc-
tural errors, incomplete assembly, base errors, etc.). BUSCO (Benchmarking Universal
Single-Copy Orthologs, http://busco.ezlab.org accessed on 23 January 2023) was used
to evaluate the assembly integrity of the transcriptome. All transcripts obtained by tran-
scriptome sequencing were compared with six major databases (NR, Swiss-Prot, Pfam,
COG, GO, and KEGG databases) to obtain annotation information in each database, to
help identify and annotate novel genes and transcript isoforms [17]. Differential analysis
was performed using DESeq (1.30.0). Genes with an absolute log2 fold change > 1 and a
significant p-value < 0.05 were classified as differentially expressed genes (DEGs) [18]. If a
p-value adjustment was applied, we used the adjusted p-value instead of the unadjusted
p-value, along with specifying the type of correction. p-values were corrected using the
Benjamini–Hochberg procedure.

Two-way clustering analysis was conducted using the Pheatmap (1.0.8) package in
the R language [19]. The distances between expression levels of the same gene in different
samples and the expression patterns of different genes in the same sample were calculated.
The Euclidean and complete chain methods were employed for clustering the data, resulting
in the generation of heatmaps.

2.4. Bioinformatics Analysis

The GO (http://geneontology.org, accessed on 9 October 2022) and KEGG pathway
https://www.genome.jp/kegg/, accessed on 9 October 2022) databases were used to
perform GO function annotations and metabolic pathway analysis, respectively, on the
DEGs to obtain information regarding their associated biological functions and processes
and their cellular locations.

2.5. Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG)
Enrichment Analyses

We utilized the Blast2GO function in R software to conduct functional enrichment
analysis of the Differentially Expressed Genes (DEGs), and p-values were calculated using
the hypergeometric distribution method to identify GO terms that were significantly
enriched (p < 0.05) by DEGs [20]. KEGG pathway enrichment analysis of the DEGs was
performed using ClusterProfiler (3.4.4) [21,22] to identify significantly enriched pathways.

2.6. Quantitative Real-Time PCR (qPCR)

The expression patterns of selected DEGs in the liver were verified by qPCR using an
Applied Biosystems 6300 RT-PCR system (Waltham, MA, USA). The target gene expression
was determined via qPCR using a Roche LightCycler 480 II (Roche Diagnostics, Shanghai,
China). The reaction volume for qPCR was 12.5 µL. The PCR conditions were as follows:
initial denaturation at 95 ◦C for 30 s, followed by 40 cycles at 95 ◦C for 5 s and 60 ◦C for 30 s.
Three samples for each temperature group were selected and the experiment was repeated
three times for each sample to ensure accuracy (technical replicates). Six representative
genes (including metabolism-, immunity-, and antioxidant-related genes) were selected

https://github.com/trinityrnaseq/trinityrnaseq/wiki
http://hibberdlab.com/transrate/
http://hibberdlab.com/transrate/
http://busco.ezlab.org
http://geneontology.org
https://www.genome.jp/kegg/
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for RNA-seq result verification. The primers were obtained using transcriptomics analysis.
The primers are listed in Table 1; the amplification efficiency was greater than 90% for all
primer pairs. EF-1α was chosen as the internal reference gene because it was not affected
by temperature. The relative expression levels of the target genes relative to the control
group were calculated using the 2−∆∆CT method [23].

Table 1. Primers used for mRNA expression analysis.

Primer Name Sequence (5′-3′) Length Amplification Target

CAT F: TCCCGTTTCTGGCGATGTT
R: TCCTGGATGAAGGGTTGTGC

19
20 qRT-PCR

IL-1β F: AGCAGAGGGCAACAACAAG
R: TCCCCACAGGTAGAATCACA

19
20 qRT-PCR

GPX F: TGGACAGCGTATCCGACTT
R: GAGCGATGCGTTCTTCTTTA

19
20 qRT-PCR

HSP70 F: TTCAAGGTGCTGGGAGATG
R: TGCGTCTTTAGTCGCCTGT

19
19 qRT-PCR

PPAR F: CACTGTTTCTGGCTGTCATAATC
R: ACGCAGGTCGGTCATTTTC

23
19 qRT-PCR

SOD F: TTCAGGCTCAATCAATGGTC
R: TTCCGAAGGGGTTGTAGTG

20
19 qRT-PCR

EF
F: AAGCCAGGTATGGTTGTCAACTTT 24 qRT-PCR

R: CGTGGTGCATCTCCACAGACT 21

2.7. Statistical Analyses

The data obtained from the experiments were analyzed using SPSS statistical software
(26.0, IBM SPSS Inc., Chicago, IL, USA). All data are expressed as means ± standard errors
(SEs). For comparisons of juvenile fish morphology and developmental stages between
different temperature groups, significant differences between groups were determined
using one-way analysis of variance (ANOVA), followed by Duncan’s multiple comparison
test. Means were considered statistically significant at p < 0.05 [24].

3. Results
3.1. The Influence of Rearing Temperatures on the Development of P. teira

In the present study, we examined the effect of temperature on the development of
the larvae and juveniles of P. teira (Table 2). The development from the fertilized egg to the
mature P. teira includes three stages: the larval, juvenile, and young stages (Figure 1a–c).
The larvae started to feed at approximately 3 days post-hatch (dph), and the yolk sac
disappeared at approximately 5 dph. Overall, membrane rupture to juvenile development
took 25 d. Larvae in the 27 ◦C group had the highest survival rate, followed by those in the
24 ◦C group. Additionally, P. teira reared at 24 ◦C had the lowest deformity rate, whereas
those reared at 30 ◦C had the highest (Table 3). These results showed that the temperature
extremes reduced the survival rate and increased the deformity rate of the fish.

Table 2. The effects of temperature on the development of Platax teira larvae and juveniles.

Developmental
Stage

Days (d)

21 ◦C 24 ◦C 27 ◦C 30 ◦C

Larvae feeding 3 b 3 b 3 b 2.5 a

Disappearance of
the yolk sac 5 b 5 b 4 a 4 a

Appearance of
scales 24 d 20 c 19 b, c 18 a, b

Appearance of
intact scales 32 c 27 b 25 a 25 a

Note: There are significant differences between different letters. Ten fish from each temperature group were
selected to determine the developmental stage.
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Table 3. Effects of different temperatures on Platax teira Survival rate and Abnormality rate.

Different Temperature Groups

21 ◦C 24 ◦C 27 ◦C 30 ◦C

Survival rate (%) 46 a 63 c 67 d 52 b

Abnormality
rate (%) 8 c 5 b 6 a 12 d

Note: There are significant differences between different letters. For each temperature group, 50 fish were selected
at a time to determine the Survival rate and Abnormality rate.

3.2. Analysis of DEG at Different Breeding Temperatures

Differential expression analysis identified 5492, 6937, and 4246 DEGs in the 21 ◦C
vs. 24 ◦C, 27 ◦C vs. 24 ◦C, and 30 ◦C vs. 24 ◦C comparisons, respectively. The highest
number of DEGs was obtained in the 27 ◦C vs. 24 ◦C comparison, whereas the lowest was
obtained in the 30 ◦C vs. 24 ◦C comparison. Additionally, the number of upregulated DEGs
decreased gradually with increasing temperature, and the downregulated DEGs showed
the opposite trend. Overall, the number of upregulated DEGs (10,568) was higher than that
of downregulated DEGs (6107) (Table 4).

Table 4. Statistics of differentially expressed genes (DEGs) under different temperatures.

Time Up-Regulated (%) Down-Regulated (%) Total

21 ◦C vs. 24 ◦C 5087 (48.1) 405 (6.6) 5492
27 ◦C vs. 24 ◦C 4900 (46.4) 2037 (33.4) 6937
30 ◦C vs. 24 ◦C 581 (5.5) 3665 (60.0) 4246

Total 10,568 6107 16,675

3.3. Transcriptome Sequencing and Raw Read Data Analysis

To obtain comprehensive transcriptomic information, de novo assembly was per-
formed using the obtained raw sequencing reads. This allowed us to construct a tran-
scriptome reference for subsequent analysis. A total of 12 high-quality cDNA libraries
were constructed from the liver samples, and sequenced using the Nova Seq 6000 platform
(Illumina) (Supplementary Table S1). In addition, there may be exogenous contaminants in-
troduced into the sequencing sample, such as bacterial DNA, primer residues, etc. To ensure
the accuracy and reliability of the analysis, those poor quality and contaminated readings
were removed. Based on a preset quality threshold, reads below the threshold were filtered
out or trimmed, and only higher-quality reads were retained for subsequent analysis. After
removing low-quality and contaminated reads, a total of 20,576,389–29,293,587 clean reads
were obtained from the liver samples, with Q20 and Q30 (Quality Score) > 97.3 and 93.7%,
respectively. (Supplementary Table S2). Except for the 27 ◦C group, one sample was far
away from the other two samples, which may be due to individual differences. The PCA
analysis results of the remaining samples show that the samples in the same group basically
clustered together, indicating that the repeatability of the samples can meet the needs of
subsequent analysis (Figure 2).
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Figure 2. Gene expression PCA analysis. Note: After dimensionality reduction analysis, there are
relative coordinate points on the principal component. The distance of each sample point represents
the distance of the sample. The closer the distance, the higher the similarity between samples.

3.4. GO and KEGG Annotation Analysis of DEGs

GO terms are largely classified into three categories: “Biological Process", “Molecular
Function”, and “Cellular Component”. The top 50 enriched GO terms are listed in Figure 3.
Additionally, KEGG pathway analysis was performed to identify pathways significantly af-
fected by thermal stress, and the top 25 enriched pathways are shown in Figure 4. The DEGs
were mainly enriched in five categories of KEGG pathways: metabolism, gene information,
cellular processes, organic systems, and diseases. Specifically, DEGs in the 21 ◦C vs. 24 ◦C
comparison were mainly enriched in pathways related to the metabolism of matter and
energy, including pathways involving the proteasome, protein export, spliceosome, and
valine, leucine, and isoleucine degradation, butanoate metabolism, the tricarboxylic acid
cycle (TCA cycle), and tryptophan metabolism. DEGs in the 27 ◦C vs. 24 ◦C comparison
were enriched in pathways associated with the digestion and absorption of proteins, includ-
ing mineral absorption, cardiac muscle contraction, bile secretion, vasopressin-regulated
water reabsorption, carbohydrate digestion and absorption, proximal tubular bicarbonate
excretion, gastric acid secretion, and salivary secretion. DEGs in the 30 ◦C vs. 24 ◦C compar-
ison were enriched in pathways associated with glucose and lipid metabolism, including
glutathione metabolism, pentose and glucuronate exchange, steroid hormone biosynthesis,
the proteasome pathway, cholesterol metabolism, fatty acid elongation, unsaturated fatty
acid biosynthesis, fructose and mannose metabolism, cysteine and methionine metabolism,
and the peroxisome proliferator-activated receptor alpha (PPAR) signaling pathway.
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3.5. Validation of the Transcriptome Results

To validate the transcriptome results, the expression of catalase (CAT), interleukin-1
beta (IL-1β), glutathione peroxidase (GPX), heat shock protein 70 (HSP70), PPAR, super-
oxide dismutase (SOD), and six other genes were detected by qRT-PCR (Figure 5). The
expression trends of the qRT-PCR and transcriptome results were identical, confirming the
reliability of the RNA-seq data.
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Figure 5. Bubble chart of the top 25 enriched KEGG pathways of the DEGs. (a) 21 ◦C vs. 24 ◦C;
(b) 27 ◦C vs. 24 ◦C; (c) 30 ◦C vs. 24 ◦C. Note: The vertical axis represents the pathway categories, and
the horizontal axis shows the gene ratio. The point size reflects the number of DEGs in the enriched
KEGG pathway. The point color reflects different Q values as indicated on the right.

3.6. Peroxisome Proliferator-Activated Receptor Alpha (PPAR) Signaling Pathway

In the PPAR signaling pathway, VLDL/chylomicron in the liver transmits signals to
FABP by upregulating (p < 0.05) FATP, and the activated FABP promotes the transcriptional
expression of PPAR in the nucleus (Figure 6). Among the middle and downstream genes,
the expression of gluconeogenesis-related genes (CyK and PEPCK) and lipid metabolism-
related genes (FABP1/4, ACS, CPT-1, CPT-2, and LCAD) in the 21 ◦C vs. 24 ◦C comparison
was upregulated (p < 0.05), whereas CYP27 expression was downregulated (p < 0.05). In
addition to the upregulation of gluconeogenesis and lipid metabolism-related genes, cell
survival and ubiquitination-related genes were upregulated in the 27 ◦C vs. 24 ◦C compar-
ison (p < 0.05). In the 30 ◦C vs. 24 ◦C comparison, FABP upregulated PPARγ expression
in the nucleus, and downregulated the expression of downstream genes, including CyK,
PGAR, SCP-X, PABP3, and other related genes (p < 0.05).
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Figure 6. PPAR signaling pathway. (a) 21 ◦C vs. 24 ◦C; (b) 27 ◦C vs. 24 ◦C; (c) 30 ◦C vs. 24 ◦C. Note:
red represents up-regulated gene, blue represents down-regulated gene.

3.7. The Expression Patterns of Glucose Metabolism-Related Genes

The expression of pyruvate carboxylase (PC), phosphoenolpyruvate carboxykinase
(PCK), citrate synthase (CS), pyruvate kinase (PK), lactate dehydrogenase (LDH), glucoki-
nase (GK), hexokinase (HK), phosphofructokinase (PFK), and glucose transporter 1 (GLUT1)
in the 21 and 27 ◦C groups increased (p < 0.05) compared to that in the control group
(Figure 7). However, the genes had significantly lower (p < 0.05) expression patterns in the
30 ◦C group compared with that in the 24 ◦C group.
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3.8. Tricarboxylic Acid Cycle (TCA Cycle)

In the present study, 28 genes (including CS, IDH, MDH, FH, and LSC) associated with
substance and energy metabolism and the TCA cycle pathway were upregulated in the
21 ◦C group compared with that in the 24 ◦C group (p < 0.05, Figure 8). Additionally, the
expression of 23 genes in the 27 ◦C group increased compared with that in the 24 ◦C group
(p < 0.05). However, the expression of 20 genes in the 30 ◦C group decreased compared
with that in the control group (p < 0.05).
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Figure 8. TCA cycle. (a) 21 ◦C vs. 24 ◦C; (b) 27 ◦C vs. 24 ◦C; (c) 30 ◦C vs. 24 ◦C. Note: red represents
up-regulated genes, blue represents down-regulated genes.

4. Discussion
4.1. Influence of Temperature on Larval and Juvenile Growth and Development

The larval and juvenile stages are two important stages of postembryonic development
in the early life of fish. The morphology and digestive organs of the larvae are in the fast
developmental phase and their emergence and development rate are closely related to
the breeding environment [25,26]. No effect of temperature on the early developmental
stages of P. teira or other batfish species has been found in the existing reports. In the
present study, thermal stress significantly influenced the development and survival of
the larvae and juveniles of Platax teira. Additionally, the yolk sac consumption rate was
faster in the high temperature groups (27 ◦C and 30 ◦C), with early onset of exogenous
feeding, indicating that high temperature promoted exogenous feeding. Moreover, higher
temperatures promoted the development of scales in the juveniles, as evidenced by the
rapid development of scales in juveniles in the high temperature groups (27 ◦C and 30 ◦C).
In this experiment, the larvae of P. teira experienced 25 days of development to the juvenile
stage at 27 ◦C and 30 ◦C. However, the mortality and deformity rates of the 30 ◦C group
were much higher than those of the 27 ◦C group. These results showed that increasing
the temperature within the acceptable threshold could promote organ development and
fish growth; however, extremely high temperatures could be detrimental to growth and
development [27]. Similarly, Cavrois-Rogacki et al. [28] reported that exposure to optimal
temperatures can improve the feeding rhythm and growth rate of fish, and can shorten the
breeding period of juvenile Labrus bergylta.

Different species of fish have different temperature ranges, which are related to their
unique genetic characteristics and long-term adaptation to the environment [29]. In the
present study, the feeding ability and survival rate of P. teira larvae and juveniles exposed to
low-temperature stress (21 ◦C) decreased compared with that in the other groups. Moreover,
in a study of salmon (Oncorhynchus) by Jin et al., low temperature was shown to inhibit
the development of various organs necessary for the complete absorption of exogenous
nutrients, which can cause larvae death [30]. However, larvae in the high-temperature
group (30 ◦C) had a lower survival rate and higher abnormality rate than those in the
24 and 27 ◦C groups. This is consistent with Lee et al.’s study on the growth of cultured
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sablefish (Anoplopoma fimbria) juveniles at high temperatures [31]. Extreme temperatures
can negatively affect the survival and development of larvae and juveniles. Additionally,
larvae death peaked approximately one week after fin emergence, whereas the lowest death
rate was observed in the juvenile stage, indicating that the larval stage was more sensitive
to temperature variations. The larval stage is a transitional period, during which the organ
systems are under development, which could be responsible for the higher susceptibility of
larvae to temperature variations.

4.2. GO and KEGG Analyses of DEGs

The liver is an important organ for metabolism in fish and plays a vital role in cell
metabolism, biosynthesis, and detoxification [32]. In the present study, RNA-seq was
performed to elucidate the effect of breeding temperature (21, 24, 27, and 30 ◦C) on the
transcriptome of the liver of P. teira. The expression patterns of several genes were sig-
nificantly affected by thermal stress, indicating that thermal stress response in P. teira is
regulated by multiple genes. Under thermal stress conditions, P. teira may regulate body
functions to survive by controlling the expression of several genes, which was consistent
with results in zebrafish [33], flounder [34], and large yellow croaker [9]. Additionally, the
number of DEGs between the 21 ◦C and 24 ◦C control groups was significantly higher
than that between the 30 ◦C and 24 ◦C groups, indicating that low-temperature stress had
a larger effect on P. teira than high-temperature stress. GO function enrichment analysis
showed that the DEGs were mainly enriched in metabolic processes, cellular processed,
single-organism processed, catalytic activity, cell part, membrane, and membrane part. This
may be due to changes in the cellular structure and function of P. teira under temperature
stress, which may have activated several structural proteins and enzymes to improve
metabolism in response to environmental stress [35]. Furthermore, the KEGG pathway
enrichment analysis showed that the DEGs were significantly enriched in metabolism
pathways, including butanoate, tryptophan, galactose, and nitrogen metabolism and the
TCA cycle. These results indicate that the TCA cycle is involved in the synthesis and
catabolism of major nutrients, and transports metabolites into the cytoplasm to provide
raw materials for the synthesis of related functional molecules [36].

4.3. The Effect of Temperature on the PPAR Signaling Pathway

The PPAR signaling pathway plays an important role in the secretion of adipokines and
the regulation of adipocyte differentiation [37]. PPAR has three subtypes, namely PPARα,
PPARβ, and PPARγ [38]. These three isoforms are endogenous ligands with high affinity,
and act as lipid sensors that specifically bind to target genes and initiate transcriptional
processes to mediate metabolic regulation [39]. However, the three subtypes have different
genetic codes and different tissue distributions. In the present study, the DEGs were
highly enriched in the PPAR signaling pathway in response to thermal stress, which was
consistent with the findings in gilthead seabream [40] and large yellow croaker [9]. These
results indicate that the PPAR signaling pathway plays a key role in regulating thermal
stress responses in several fish species. Under low-temperature stress, very-low-density
lipoprotein (VLDL/chylomicron) in the liver of P. teira transmits signals to FABP through
FATP, and the activated FABP promotes the transcription and expression of PPARγ in
the nucleus. Additionally, thermal stress upregulated the expression of gluconeogenesis-
related genes (CyK and PEPCK) and lipid metabolism genes (FABP1/4, ACS, CPT-1, CPT-2,
and LCAD), but downregulated CYP27 expression, indicating that P. teira responds to
the low-temperature stress by increasing glycolysis and lipid metabolism. This further
confirms that, under low temperature conditions, larvae obtain more energy to cope with
environmental pressure to maintain physiological balance, resulting in slow growth and
an increased deformity rate. Tsai et al. [41] reported that PPARγ is closely related to fat
anabolism in cobia, and its expression level is significantly correlated with tissue fat content.
Additionally, CPT-1 and CPT-2 are two important members of the fatty acylcarnitine
transfer system, and are also key enzymes in fatty acid β-oxidation [42]. These findings
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indicate that P. teira promotes lipid anabolism through the PPAR signaling pathway and
enhances lipid catabolism under low-temperature stress.

Furthermore, PPARγ is critical in controlling genes involved in glucose homeostasis
by regulating its target genes, including PCK and GK. PCK is the rate-limiting enzyme
of gluconeogenesis and can cause an increase in the accumulation of triglycerides [43].
An increase in GK can induce glycolysis and increase malonyl-CoA production, which
can promote triglyceride accumulation by inducing fatty acid synthesis and inhibiting
fatty acid oxidation [44]. In the present study, the expression of key enzymes of PPARγ,
including CyK, PGAR, SCP-X, and PABP3, decreased with increasing temperature, which
decreased lipid metabolism and gluconeogenesis. These findings indicate that high tem-
perature does not support carbohydrate metabolism and fat accumulation in swallowtail.
Similarly, Li et al. [45] reported that high temperatures are not conducive for the uptake
of exogenous substances in rainbow trout and reduce the metabolic rate and activities of
metabolic enzymes.

4.4. The Effects of Temperature on Glucose Metabolism and TCA Cycle

Carbohydrates provide energy for metabolism in fish, and are involved in maintaining
normal physiological functions [46]. A previous study showed warm-water fish have
a higher carbohydrate utilization than cold-water fish, indicating that carbohydrate uti-
lization by fish is influenced by temperature [47]. In the present study, low- (21 ◦C) and
high-temperature stress (30 ◦C) negatively affected the growth and development of P. teira.
Aquatic organisms resist and adapt to unfavorable environments by regulating energy
metabolism; in particular, fish adopt different physiological and biochemical strategies to
cope with thermal stress, and changes in energy metabolism in fish are usually measured
by the level of glucose metabolism [48]. This distinct pattern in comparison to lipid and
protein regulation could be related to the importance of carbohydrates as an immediate
fuel source and in terms of maintaining blood glucose levels. It is possible that glycogen
metabolism-related gene upregulation was ‘saved’ for anaerobic glycolysis during burst
activity, which is essential for fish to catch prey or to escape predators, generally termed the
fight or flight response. It has been speculated that there are two factors responsible for the
upregulation of carbohydrate genes in fish due to temperature: (1) temperature accelerates
the digestion and absorption of carbohydrates by fish; and (2) temperature increases energy
metabolism in fish, which in turn, enhances the ability of the body to oxidize and decom-
pose sugar for energy. In the present study, breeding temperature significantly affected the
glycogen content in the liver of P. teira. The liver’s ability to absorb carbohydrates has been
speculated to increase with increasing environmental temperature, which can promote the
accumulation of hepatic glycogen. Fish exposed to low-temperature stress (21 ◦C) exhibited
an increase in carbohydrate utilization to generate energy to cope with the environment,
which was consistent with the second effect of temperature on carbohydrate utilization.

PFK and PK are rate-limiting enzymes in glycolysis and are highly expressed in fish
liver [49]. In the present study, HK and PFK expression patterns in the liver of P. teira
exhibited a quadratic pattern, increasing initially with the increase in temperature, and
then decreasing at higher temperatures. The reason may be that the increase in water
temperature considerably increased energy consumption and metabolism in the body.
Moreover, HK and PFK are the key enzymes in the first stage of glycolysis, which is an
energy-consuming stage [50]. Therefore, we speculated that the insufficient supply of ATP
in fish under high-temperature stress reduced the concentration of glucose, resulting in
a decrease in the expression of HK and PFK in the high-temperature group (30 ◦C). An
increase in environmental temperature within the acceptable threshold has been shown
to increase sugar absorption and digestion in fish, indicating that increased temperature
promotes the expression of gluconeogenesis-related genes and glycogen accumulation [51].
However, extremely high-temperature conditions can suppress sugar digestion and absorp-
tion in fish, which can inhibit sugar metabolism [52]. Under lower temperature conditions,
fish may increase glycolysis and energy to resist the low-temperature environment.
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The TCA cycle is an important pathway for the complete oxidation of proteins, sugars,
and fats, and it is also a key hub connecting the three major substances [53]. Acetyl-CoA is
the intersection between lipid metabolism and the TCA cycle in organisms. Free fatty acids
are decomposed by β-oxidation, and the resulting acetyl-CoA can enter the TCA cycle. The
citric acid in the TCA cycle is catalyzed by ATP citrate lyase to generate acetyl-CoA, and
organisms can also use acetyl-CoA in the TCA cycle for fatty acid synthesis [54]. PK and CS
are important indicators of changes in energy metabolism in fish, and the process of the PK
and CS reactions can release energy. In the present study, PK and CS expression patterns
were consistent with the expression patterns of glycolysis-related genes. Specifically, PK
and CS expression increased significantly under low-temperature conditions, which is
necessary for increased energy metabolism to resist environmental stress. However, Wen
et al. [55] reported that prolonged exposure to cold stress can weaken energy metabolism
in discus fish (Symphysodon aequifasciatus). Moreover, differential expression analysis
showed an increase in the expression of genes associated with the TCA cycle in fish
exposed to cold stress, including CS, PC, IDH, SDH, and ACO. An improvement in the
conversion efficiency of the TCA cycle under low-temperature conditions is beneficial
for the regeneration of important nutrients in the body. However, extreme temperatures
can inhibit energy metabolism in fish, resulting in oxidative stress and energy utilization
disorders in organisms. Additionally, these findings confirm the key role of the TCA cycle
in thermal stress responses in P. teira.

5. Conclusions

Our findings showed that PPAR signaling, glucose metabolism, and the TCA cycle
play important roles in thermal stress responses in Platax teira. Additionally, exposure
to low-temperature environments improved energy, lipid, and glucose metabolism. In
contrast, high temperatures above the optimal range decreased energy, lipid, and glucose
metabolism, thereby inducing oxidative stress and energy loss. Overall, a breeding tem-
perature of 24–27 ◦C supported optimal larvae growth and development compared with
the other breeding temperatures, and should be adopted in P. teira breeding. Through
transcriptomics, the regulatory mechanism of larval development in P. teira under different
growth temperatures was elucidated, with the goal of establishing a theoretical basis for
industrial breeding.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/biology12091161/s1, Table S1: Disembarkation data; Table S2:
Data filtering statistics.

Author Contributions: D.-C.Z. and J.-H.S. conceived and designed the experiments. M.-J.L.:
writing—original draft, writing—review and editing. J.G.: data curation. H.-Y.G.: supervision.
K.-C.Z.: visualization, investigation. N.Z.: software, validation. B.-S.L.: methodology, software. All
authors have read and agreed to the published version of the manuscript.

Funding: This study was supported by the National Key Research and Development Program
of China (No. 2022YFD2400103), National Marine Genetic Resource Center, and China-ASEAN
Maritime Co-operation Fund, Guangdong Provincial Special Fund for Modern Agriculture Industry
Technology Innovation Teams(2022KJ143), Central Public-Interest Scientific Institution Basal Research
Fund, CAFS (NO. 2022TD29).

Institutional Review Board Statement: All experiments in this study were approved by the Animal
Care and Use Committee of the South China Sea Fisheries Research Institute, Chinese Academy of
Fishery Sciences (no. SCSFRI96-253), and performed according to the regulations and guidelines
established by this committee.

Informed Consent Statement: Not applicable.

Data Availability Statement: All raw reads were submitted to the Sequence Read Archive (SRA)
(accession: PRJNA872865).

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

https://www.mdpi.com/article/10.3390/biology12091161/s1
https://www.mdpi.com/article/10.3390/biology12091161/s1


Biology 2023, 12, 1161 19 of 21

References
1. Mieszkowska, N.; Burrows, M.T.; Hawkins, S.J.; Sugden, H. Impacts of Pervasive Climate Change and Extreme Events on Rocky

Intertidal Communities: Evidence From Long-Term Data. Front. Mar. Sci. 2021, 8, 642764. [CrossRef]
2. Mugwanya, M.; Dawood, M.A.O.; Kimera, F.; Sewilam, H. Anthropogenic temperature fluctuations and their effect on aquaculture:

A comprehensive review. Aquac. Fish. 2022, 7, 223–243. [CrossRef]
3. Freitas, C.; Villegas-Ríos, D.; Moland, E.; Olsen, E.M. Sea temperature effects on depth use and habitat selection in a marine fish

community. J. Anim. Ecol. 2021, 90, 1787–1800. [CrossRef]
4. Zahangir, M.M.; Rahman, M.L.; Ando, H. Anomalous Temperature Interdicts the Reproductive Activity in Fish: Neuroendocrine

Mechanisms of Reproductive Function in Response to Water Temperature. Front. Physiol. 2022, 13, 902257. [CrossRef] [PubMed]
5. Bernal, M.A.; Donelson, J.M.; Veilleux, H.D.; Ryu, T.; Munday, P.L.; Ravasi, T. Phenotypic and molecular consequences of stepwise

temperature increase across generations in a coral reef fish. Mol. Ecol. 2018, 27, 4516–4528. [CrossRef] [PubMed]
6. Yúfera, M.; Nguyen, M.V.; Navarro-Guillén, C.; Moyano, F.J.; Jordal, A.E.O.; Espe, M.; Conceição, L.E.C.; Engrola, S.; Le, M.H.;

Rønnestad, I. Effect of increased rearing temperature on digestive function in cobia early juvenile. Comp. Biochem. Physiol. Part A
Mol. Integr. Physiol. 2019, 230, 71–80. [CrossRef] [PubMed]

7. Han, M.; Yang, R.; Chen, X.; Fu, Z.; Ma, Z.; Yu, G. Transcriptional response of golden pompano Trachinotus ovatus larvae to cold
and heat stress. Aquac. Rep. 2021, 20, 100755. [CrossRef]

8. Martin, S.A.M.; Dehler, C.E.; Król, E. Transcriptomic responses in the fish intestine. Dev. Comp. Immunol. 2016, 64, 103–117.
[CrossRef]

9. Zhang, Y.; Lu, L.; Li, C.; Shao, G.; Chen, X. Transcriptome analysis revealed multiple immune processes and energy metabolism
pathways involved in the defense response of the large yellow croaker Larimichthys crocea against Pseudomonas plecoglossicida.
Comp. Biochem. Physiol. Part D Genom. Proteom. 2021, 40, 100886. [CrossRef]

10. Lyu, L.; Wen, H.; Li, Y.; Li, J.; Zhao, J.; Zhang, S.; Song, M.; Wang, X. Deep Transcriptomic Analysis of Black Rockfish (Sebastes
schlegelii) Provides New Insights on Responses to Acute Temperature Stress. Sci. Rep. 2018, 8, 9113. [CrossRef]

11. Hernández-Pérez, J.; Naderi, F.; Chivite, M.; Soengas, J.L.; Míguez, J.M.; López-Patiño, M.A. Influence of Stress on Liver Circadian
Physiology. A Study in Rainbow Trout, Oncorhynchus mykiss, as Fish Model. Front. Physiol. 2019, 10, 611. [CrossRef] [PubMed]

12. Sánchez-Nuño, S.; Sanahuja, I.; Fernández-Alacid, L.; Ordóñez-Grande, B.; Fontanillas, R.; Fernández-Borràs, J.; Blasco, J.;
Carbonell, T.; Ibarz, A. Redox Challenge in a Cultured Temperate Marine Species During Low Temperature and Temperature
Recovery. Front. Physiol. 2018, 9, 923. [CrossRef] [PubMed]

13. Zhou, T.; Gui, L.; Liu, M.; Li, W.; Hu, P.; Duarte, D.F.C.; Niu, H.; Chen, L. Transcriptomic responses to low temperature stress in
the Nile tilapia, Oreochromis niloticus. Fish Shellfish. Immunol. 2019, 84, 1145–1156. [CrossRef] [PubMed]

14. Cai, L.S.; Wang, L.; Song, K.; Lu, K.L.; Zhang, C.X.; Rahimnejad, S. Evaluation of protein requirement of spotted seabass
(Lateolabrax maculatus) under two temperatures, and the liver transcriptome response to thermal stress. Aquaculture 2020,
516, 734615. [CrossRef]

15. Leu, M.Y.; Tai, K.Y.; Meng, P.J.; Tang, C.H.; Wang, P.H.; Tew, K.S. Embryonic, larval and juvenile development of the longfin
batfish, Platax teira (Forsskål, 1775) under controlled conditions with special regard to mitigate cannibalism for larviculture.
Aquaculture 2018, 493, 204–213. [CrossRef]

16. Liu, M.J.; Guo, H.Y.; Liu, B.; Zhu, K.C.; Guo, L.; Liu, B.S.; Zhang, N.; Yang, J.W.; Jiang, S.G.; Zhang, D.C. Gill oxidative damage
caused by acute ammonia stress was reduced through the HIF-1alpha/NF-kappab signaling pathway in golden pompano
(Trachinotus ovatus). Ecotoxicol. Environ. Saf. 2021, 222, 112504. [CrossRef]

17. Simon, A.; Theodor, P.P.; Wolfgang, H. HTSeq—A Python framework to work with high-throughput sequencing data. Bioinformat-
ics 2015, 31, 166–169. [CrossRef]

18. Love, M.I.; Huber, W.; Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 2014, 15, 550. [CrossRef]

19. Wang, L.; Feng, Z.; Wang, X.; Wang, X.; Zhang, X. DEGseq: An R package for identifying differentially expressed genes from
RNA-seq data. Bioinformatics 2010, 26, 136–138. [CrossRef]

20. Götz, S.; García-Gómez, J.M.; Terol, J.; Williams, T.D.; Nagaraj, S.H.; Nueda, M.J.; Robles, M.; Talón, M.; Dopazo, J.; Conesa,
A. High-throughput functional annotation and data mining with the Blast2GO suite. Nucleic Acids Res. 2008, 36, 3420–3435.
[CrossRef]

21. Trapnell, C.; Hendrickson, D.G.; Sauvageau, M.; Goff, L.; Rinn, J.L.; Pachter, L. Differential analysis of gene regulation at transcript
resolution with RNA-seq. Nat. Biotechnol. 2013, 31, 46–53. [CrossRef] [PubMed]

22. Kanehisa, M.; Araki, M.; Goto, S.; Hattori, M.; Hirakawa, M.; Itoh, M.; Katayama, T.; Kawashima, S.; Okuda, S.; Tokimatsu, T.
KEGG for linking genomes to life and the environment. Nucleic Acids Res. 2008, 36 (Suppl. 1), D480–D484. [CrossRef]

23. Livak, K.J.; Schmittgen, T.D. Analysis of Relative Gene Expression Data Using Real-Time Quantitative PCR and the 2−∆∆CT

Method. Methods 2001, 25, 402–408. [CrossRef]
24. Liu, M.J.; Guo, H.Y.; Zhu, K.C.; Liu, B.S.; Liu, B.; Guo, L.; Zhang, N.; Yang, J.W.; Jiang, S.G.; Zhang, D.C. Effects of acute ammonia

exposure and recovery on the antioxidant response and expression of genes in the Nrf2-Keap1 signaling pathway in the juvenile
golden pompano (Trachinotus ovatus). Aquat. Toxicol. 2021, 240, 105969. [CrossRef] [PubMed]

25. Pan, J.-M.; Liu, M.-J.; Guo, H.-Y.; Zhu, K.-C.; Liu, B.-S.; Zhang, N.; Sun, J.-H.; Zhang, D.-C. Early Development and Allometric
Growth Patterns of Trachinotus Ovatus (Linnaeus, 1758). Aquaculture 2023, 575, 739804. [CrossRef]

https://doi.org/10.3389/fmars.2021.642764
https://doi.org/10.1016/j.aaf.2021.12.005
https://doi.org/10.1111/1365-2656.13497
https://doi.org/10.3389/fphys.2022.902257
https://www.ncbi.nlm.nih.gov/pubmed/35685278
https://doi.org/10.1111/mec.14884
https://www.ncbi.nlm.nih.gov/pubmed/30267545
https://doi.org/10.1016/j.cbpa.2019.01.007
https://www.ncbi.nlm.nih.gov/pubmed/30641188
https://doi.org/10.1016/j.aqrep.2021.100755
https://doi.org/10.1016/j.dci.2016.03.014
https://doi.org/10.1016/j.cbd.2021.100886
https://doi.org/10.1038/s41598-018-27013-z
https://doi.org/10.3389/fphys.2019.00611
https://www.ncbi.nlm.nih.gov/pubmed/31164837
https://doi.org/10.3389/fphys.2018.00923
https://www.ncbi.nlm.nih.gov/pubmed/30065660
https://doi.org/10.1016/j.fsi.2018.10.023
https://www.ncbi.nlm.nih.gov/pubmed/30408600
https://doi.org/10.1016/j.aquaculture.2019.734615
https://doi.org/10.1016/j.aquaculture.2018.05.006
https://doi.org/10.1016/j.ecoenv.2021.112504
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1093/bioinformatics/btp612
https://doi.org/10.1093/nar/gkn176
https://doi.org/10.1038/nbt.2450
https://www.ncbi.nlm.nih.gov/pubmed/23222703
https://doi.org/10.1093/nar/gkm882
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1016/j.aquatox.2021.105969
https://www.ncbi.nlm.nih.gov/pubmed/34600396
https://doi.org/10.1016/j.aquaculture.2023.739804


Biology 2023, 12, 1161 20 of 21

26. Lechner, A.; Keckeis, H.; Humphries, P. Patterns and processes in the drift of early developmental stages of fish in rivers: A
review. Rev. Fish Biol. Fish. 2016, 26, 471–489. [CrossRef]

27. Cook, M.A.; Lee, J.S.F.; Massee, K.M.; Wade, T.H.; Goetz, F.W. Effects of rearing temperature on growth and survival of larval
sablefish (Anoplopoma fimbria). Aquac. Res. 2018, 49, 422–430. [CrossRef]

28. Cavrois-Rogacki, T.; Davie, A.; Monroig, O.; Migaud, H. Elevated temperature promotes growth and feed efficiency of farmed
ballan wrasse juveniles (Labrus bergylta). Aquaculture 2019, 511, 734237. [CrossRef]

29. Sandersfeld, T.; Mark, F.C.; Knust, R. Temperature-dependent metabolism in Antarctic fish: Do habitat temperature conditions
affect thermal tolerance ranges? Polar Biol. 2017, 40, 141–149. [CrossRef]

30. Jin, Y.; Olsen, R.E.; Østensen, M.A.; Gillard, G.B.; Li, K.; Harvey, T.N.; Santi, N.; Vadstein, O.; Vik, J.O.; Sandve, S.R.; et al.
Transcriptional regulation of lipid metabolism when salmon fry switches from endogenous to exogenous feeding. Aquaculture
2019, 503, 422–429. [CrossRef]

31. Lee, J.S.F.; Cook, M.A.; Luckenbach, J.A.; Berejikian, B.A.; Simchick, C.A.; Oden, S.M.; Goetz, F.W. Investigation of long-term
effects of larval rearing temperature on growth, deformities, flesh quality, and phenotypic sex of cultured sablefish (Anoplopoma
fimbria). Aquaculture 2017, 479, 91–99. [CrossRef]

32. Bergman, R.N.; Piccinini, F.; Kabir, M.; Ader, M. Novel aspects of the role of the liver in carbohydrate metabolism. Metabolism
2019, 99, 119–125. [CrossRef]

33. Vergauwen, L.; Benoot, D.; Blust, R.; Knapen, D. Long-term warm or cold acclimation elicits a specific transcriptional response
and affects energy metabolism in zebrafish. Comp. Biochem. Physiol. Part A Mol. Integr. Physiol. 2010, 157, 149–157. [CrossRef]

34. Hu, J.; You, F.; Wang, Q.; Weng, S.; Liu, H.; Wang, L.; Zhang, P.J.; Tan, X. Transcriptional responses of olive flounder (Paralichthys
olivaceus) to low temperature. PLoS ONE 2014, 9, e108582. [CrossRef] [PubMed]

35. Qian, B.; Xue, L. Liver transcriptome sequencing and de novo annotation of the large yellow croaker (Larimichthy crocea) under
heat and cold stress. Mar. Genom. 2016, 25, 95–102. [CrossRef] [PubMed]

36. Islam, M.J.; Kunzmann, A.; Slater, M.J. Responses of aquaculture fish to climate change-induced extreme temperatures: A review.
J. World Aquac. Soc. 2022, 53, 314–366. [CrossRef]

37. Inigo, M.; Deja, S.; Burgess, S.C. Ins and Outs of the TCA Cycle: The Central Role of Anaplerosis. Annu. Rev. Nutr. 2021, 41, 19–47.
[CrossRef]

38. Liu, W.; Wang, X.; Liu, Y.; Fang, S.; Wu, Z.; Han, C.; Shi, W.; Bao, Y. Effects of early florfenicol exposure on glutathione signaling
pathway and PPAR signaling pathway in chick liver. Ecotoxicol. Environ. Saf. 2022, 237, 113529. [CrossRef]

39. Handeli, S.; Simon, J.A. A small-molecule inhibitor of Tcf/β-catenin signaling down-regulates PPARγ and PPARδ activities. Mol.
Cancer Ther. 2008, 7, 521–529. [CrossRef]

40. Piccinin, E.; Moschetta, A. Hepatic-specific PPARα-FGF21 action in NAFLD. Gut 2016, 65, 1075–1076. [CrossRef] [PubMed]
41. Mininni, A.N.; Milan, M.; Ferraresso, S.; Petochi, T.; di Marco, P.; Marino, G.; Livi, S.; Romualdi, C.; Bargelloni, L.; Patarnello, T.

Liver transcriptome analysis in gilthead sea bream upon exposure to low temperature. BMC Genom. 2014, 15, 765. [CrossRef]
[PubMed]

42. Tsai, M.L.; Chen, H.Y.; Tseng, M.C.; Chang, R.C. Cloning of peroxisome proliferators activated receptors in the cobia (Rachycentron
canadum) and their expression at different life-cycle stages under cage aquaculture. Gene 2008, 425, 69–78. [CrossRef]

43. Lee, K.; Kerner, J.; Hoppel, C.L. Mitochondrial Carnitine Palmitoyltransferase 1a (CPT1a) is Part of an Outer Membrane Fatty
Acid Transfer Complex. J. Biol. Chem. 2011, 286, 25655–25662. [CrossRef] [PubMed]

44. Pantaleão, L.C.; Murata, G.; Teixeira, C.J.; Payolla, T.B.; Santos-Silva, J.C.; Duque-Guimaraes, D.E.; Sodré, F.S.; Lellis-Santos,
C.; Vieira, J.C.; de Souza, D.N.; et al. Prolonged fasting elicits increased hepatic triglyceride accumulation in rats born to
dexamethasone-treated mothers. Sci. Rep. 2017, 7, 10367. [CrossRef] [PubMed]

45. Wang, J.J.; Zhang, Y.T.; Tseng, Y.J.; Zhang, J. miR-222 targets ACOX1, promotes triglyceride accumulation in hepatocytes.
Hepatobiliary Pancreat. Dis. Int. 2019, 18, 360–365. [CrossRef]

46. Li, Y.; Huang, J.; Liu, Z.; Zhou, Y.; Xia, B.; Wang, Y.; Kang, Y.; Wang, J. Transcriptome analysis provides insights into hepatic
responses to moderate heat stress in the rainbow trout (Oncorhynchus mykiss). Gene 2017, 619, 1–9. [CrossRef]

47. Raposo de Magalhães, C.; Schrama, D.; Nakharuthai, C.; Boonanuntanasarn, S.; Revets, D.; Planchon, S.; Kuehn, A.; Cerqueira,
M.; Carrilho, R.; Farinha, A.P.; et al. Metabolic Plasticity of Gilthead Seabream Under Different Stressors: Analysis of the Stress
Responsive Hepatic Proteome and Gene Expression. Front. Mar. Sci. 2021, 8, 676189. [CrossRef]

48. Wilson, R.P. Utilization of dietary carbohydrate by fish. Aquaculture 1994, 124, 67–80. [CrossRef]
49. Hemre, G.I.; Mommsen, T.P.; Krogdahl, Å. Carbohydrates in fish nutrition: Effects on growth, glucose metabolism and hepatic

enzymes. Aquac. Nutr. 2002, 8, 175–194. [CrossRef]
50. Zhang, Y.; Sampathkumar, A.; Kerber, S.M.L.; Swart, C.; Hille, C.; Seerangan, K.; Graf, A.; Sweetlove, L.; Fernie, A.R. A

moonlighting role for enzymes of glycolysis in the co-localization of mitochondria and chloroplasts. Nat. Commun. 2020, 11, 4509.
[CrossRef]

51. Zuo, J.; Tang, J.; Lu, M.; Zhou, Z.; Li, Y.; Tian, H.; Liu, E.; Gao, B.; Liu, T.; Shao, P. Glycolysis Rate-Limiting Enzymes: Novel
Potential Regulators of Rheumatoid Arthritis Pathogenesis. Front. Immunol. 2021, 12, 779787. [CrossRef] [PubMed]

52. Ashaf-Ud-Doulah, M.; Mamun, A.; Rahman, M.L.; Islam, S.M.M.; Jannat, R.; Hossain, M.A.R.; Shahjahan, M. High temperature
acclimation alters upper thermal limits and growth performance of Indian major carp, rohu, Labeo rohita (Hamilton, 1822). J.
Therm. Biol. 2020, 93, 102738. [CrossRef] [PubMed]

https://doi.org/10.1007/s11160-016-9437-y
https://doi.org/10.1111/are.13473
https://doi.org/10.1016/j.aquaculture.2019.734237
https://doi.org/10.1007/s00300-016-1934-x
https://doi.org/10.1016/j.aquaculture.2018.12.089
https://doi.org/10.1016/j.aquaculture.2017.05.010
https://doi.org/10.1016/j.metabol.2019.05.011
https://doi.org/10.1016/j.cbpa.2010.06.160
https://doi.org/10.1371/journal.pone.0108582
https://www.ncbi.nlm.nih.gov/pubmed/25279944
https://doi.org/10.1016/j.margen.2015.12.001
https://www.ncbi.nlm.nih.gov/pubmed/26683592
https://doi.org/10.1111/jwas.12853
https://doi.org/10.1146/annurev-nutr-120420-025558
https://doi.org/10.1016/j.ecoenv.2022.113529
https://doi.org/10.1158/1535-7163.MCT-07-2063
https://doi.org/10.1136/gutjnl-2016-311408
https://www.ncbi.nlm.nih.gov/pubmed/26992428
https://doi.org/10.1186/1471-2164-15-765
https://www.ncbi.nlm.nih.gov/pubmed/25194679
https://doi.org/10.1016/j.gene.2008.08.004
https://doi.org/10.1074/jbc.M111.228692
https://www.ncbi.nlm.nih.gov/pubmed/21622568
https://doi.org/10.1038/s41598-017-10642-1
https://www.ncbi.nlm.nih.gov/pubmed/28871187
https://doi.org/10.1016/j.hbpd.2019.05.002
https://doi.org/10.1016/j.gene.2017.03.041
https://doi.org/10.3389/fmars.2021.676189
https://doi.org/10.1016/0044-8486(94)90363-8
https://doi.org/10.1046/j.1365-2095.2002.00200.x
https://doi.org/10.1038/s41467-020-18234-w
https://doi.org/10.3389/fimmu.2021.779787
https://www.ncbi.nlm.nih.gov/pubmed/34899740
https://doi.org/10.1016/j.jtherbio.2020.102738
https://www.ncbi.nlm.nih.gov/pubmed/33077149


Biology 2023, 12, 1161 21 of 21

53. Laubenstein, T.D.; Jarrold, M.D.; Rummer, J.L.; Munday, P.L. Beneficial effects of diel CO2 cycles on reef fish metabolic performance
are diminished under elevated temperature. Sci. Total Environ. 2020, 735, 139084. [CrossRef] [PubMed]

54. Schug, Z.T.; Peck, B.; Jones, D.T.; Zhang, Q.; Grosskurth, S.; Alam, I.S.; Goodwin, L.M.; Smethurst, E.; Mason, S.; Blyth, K.; et al.
Acetyl-CoA Synthetase 2 Promotes Acetate Utilization and Maintains Cancer Cell Growth under Metabolic Stress. Cancer Cell
2015, 27, 57–71. [CrossRef]

55. Wen, B.; Jin, S.R.; Chen, Z.Z.; Gao, J.Z.; Wang, L.; Liu, Y.; Liu, H.P. Plasticity of energy reserves and metabolic performance of
discus fish (Symphysodon aequifasciatus) exposed to low-temperature stress. Aquaculture 2017, 481, 169–176. [CrossRef]

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

https://doi.org/10.1016/j.scitotenv.2020.139084
https://www.ncbi.nlm.nih.gov/pubmed/32480143
https://doi.org/10.1016/j.ccell.2014.12.002
https://doi.org/10.1016/j.aquaculture.2017.09.002

	Introduction 
	Materials and Methods 
	Experimental Materials and Design 
	RNA Extraction and Sequencing 
	Differential Gene Expression Analysis 
	Bioinformatics Analysis 
	Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG)Enrichment Analyses 
	Quantitative Real-Time PCR (qPCR) 
	Statistical Analyses 

	Results 
	The Influence of Rearing Temperatures on the Development of P. teira 
	Analysis of DEG at Different Breeding Temperatures 
	Transcriptome Sequencing and Raw Read Data Analysis 
	GO and KEGG Annotation Analysis of DEGs 
	Validation of the Transcriptome Results 
	Peroxisome Proliferator-Activated Receptor Alpha (PPAR) Signaling Pathway 
	The Expression Patterns of Glucose Metabolism-Related Genes 
	Tricarboxylic Acid Cycle (TCA Cycle) 

	Discussion 
	Influence of Temperature on Larval and Juvenile Growth and Development 
	GO and KEGG Analyses of DEGs 
	The Effect of Temperature on the PPAR Signaling Pathway 
	The Effects of Temperature on Glucose Metabolism and TCA Cycle 

	Conclusions 
	References

