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Abstract: High temperatures are considered one of the most significant limitations to subtropical
fishery production. Largemouth bass (Micropterus salmoides) is an economically important freshwater
species grown in subtropical areas, which are extremely sensitive to heat stress (HS). However,
comprehensive transcriptomic data for the livers of largemouth bass in response to HS are still
lacking. In this study, a comparative transcriptomic analysis was performed to investigate the gene
expression profiles of the livers of largemouth bass under HS treatment. As a result, 6114 significantly
differentially expressed genes (DEGs), which included 2645 up-regulated and 3469 down-regulated
genes, were identified in response to HS. Bioinformatics analyses demonstrated that the ‘ECM-
receptor interaction’ pathway was one of the most dramatically changed pathways in response to HS,
and eight DEGs assigned to this pathway were taken as hub genes. Furthermore, the expression of
these eight hub genes was determined by quantitative reverse transcription PCR, and all of them
showed a significant change at the transcriptional level, suggesting a crucial role of the ‘ECM-receptor
interaction’ pathway in the response of largemouth bass to HS. These findings may improve our
understanding of the molecular mechanisms underlying the response of largemouth bass to HS.

Keywords: M. salmoides; liver; heat stress; transcriptome; response mechanism

1. Introduction

Climate change is one of the main environmental factors affecting the survival of
plants, animals, humans, and other living organisms [1]. Owing to the ongoing intensifi-
cation of global warming, extreme temperature events have become more frequent and
severe in recent years, posing a serious threat to the aquaculture industry [2,3]. Most fish
are ectotherms and must adapt to temperature changes through biochemical, physiological,
and morphological plasticities and/or microevolution [4,5]. When fish are subjected to
rapid temperature alterations, the expression of an array of genes with vital roles in stress
response, cell survival, and maintenance is induced [6–8]. However, when water tempera-
tures exceed the thermal tolerance limits of fish, normal growth, development, survival,
and reproductive performance are significantly affected [9,10]. In addition, elevated tem-
peratures facilitate the movement of pathogens, leading to a significant increase in disease
outbreaks and economic losses in aquaculture systems [11,12].

Previous studies have indicated that high-temperature stress, also known as heat
stress (HS), can cause many adverse effects on fish, such as reduced antioxidase activity,
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decreased metabolic activity, and the activation of cell apoptosis [6,13,14]. HS also increases
the production of reactive oxygen species (ROS), induces oxidative stress, and activates
signal transduction [13,15,16]. As a result of the long-term coevolution, fish have evolved
several conserved strategies to cope with HS [17,18]. Fish can initiate a variety of antioxidant
enzymes to eliminate excess ROS [6,19]. In addition to the antioxidant defense system,
heat shock protein (HSP)-mediated stress response (HSR) is another crucial strategy for
managing HS [16,20]. HSR is conserved across kingdoms and can minimize adverse effects
and restore cellular homeostasis [16,19,21]. Additionally, mitogen-activated protein kinase
(MAPK)-mediated signal transduction pathways have also been reported to positively
respond to HS [16,22]. Although these findings are encouraging, further research is required
to elucidate the molecular mechanisms underlying the regulation of fish responses to HS.

Largemouth bass (M. salmoides), which is naturally distributed in North America,
has spread worldwide as a commercial aquaculture species [5,23–25]. In the early 1980s,
largemouth bass was introduced to Guangdong Province in Southern China, and it is now
a very important and economically valuable freshwater species, with an annual production
of more than 0.7 million tons in 2021 [24]. Largemouth bass is a subtropical fish species that
grows at optimum temperatures between 25 and 30 ◦C, whereas temperatures exceeding
30 ◦C affect the normal growth of these fish [5,12,26]. Furthermore, when temperatures
exceed 30 ◦C, largemouth bass are highly susceptible to pathogens [12,27]. Over the past
two decades, with the intensification of global warming, largemouth bass have suffered
different degrees of HS and yield losses [5,12,26,28]. Thus, it is essential to explore the
molecular mechanisms underlying the regulation of the largemouth bass response to HS.

RNA-sequencing (RNA-Seq)-based transcriptomic analysis is an indispensable method
for extensively exploring gene expression profiles, identifying differentially expressed
genes (DEGs), and providing integrated information regarding individual DEGs in growth,
development, and stress responses [29]. In this study, a comparative transcriptomic analysis
of the livers of largemouth bass was performed to explore the mechanisms underlying the
response of largemouth bass to HS at the molecular level. Based on these measurements,
6114 DEGs were identified. Further bioinformatics analyses showed that ‘ECM-receptor
interaction’ pathway-related genes are significantly changed following HS. In addition, the
mRNA levels of the eight hub genes mapped to this pathway were further determined
by quantitative reverse transcription PCR (qRT-PCR). All the hub genes were significantly
altered at the transcriptional level in the livers of largemouth bass following HS. These
findings provide new insights into the molecular mechanisms underlying the largemouth
bass response to HS.

2. Materials and Methods
2.1. Animal Materials and Rearing Conditions

Largemouth bass (M. salmoides) cultivar ‘Zhelu No.1′, bred and preserved at the
Zhejiang Fisheries Technical Extension Center (Hangzhou, China), was used. All fish
obtained from this breeding farm were juveniles with a body length of 129.30 ± 7.66 mm
and a body weight of 28.07 ± 5.00 g. Before the formal experiments, the fish were reared in
150 L tanks at a water temperature of 28 ◦C in the laboratory and fed a commercial bass
diet (Hubei Haid Feeds Co., Ltd., Wuhan, China) as described previously [25,30]. After two
weeks of acclimation, healthy largemouth bass were subjected to HS treatment.

2.2. HS Treatment and Sample Collection

The liver of fish is one of the most important organs and plays crucial roles in nutrient
absorption, metabolism, and immune responses, as it is in charge of transforming toxic
substances in the body. Furthermore, due to its susceptible nature, the liver is considered a
critical target organ for environmental stimuli [31,32]. Thus, the liver of largemouth bass
was used in this study. A total of 120 acclimatized largemouth bass were randomly divided
into two groups of 60 fish each. The control group (Con) was reared at 28 ◦C. The HS group
was reared at an initial water temperature of 28 ◦C, which was then increased to 38 ◦C
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at a rate of 1 ◦C/h for 8 h, 0.4 ◦C/h for 1 h, 0.2 ◦C/h for 8 h, and finally maintained at
38 ◦C for 7 h. During HS treatment, the first 18 fish that turned belly-up were defined as
the heat-sensitive (HES) subgroup, and the last 18 fish that turned belly-up or survived
were defined as the heat-tolerant (HET) subgroup. The experiments were repeated three
times for each treatment under laboratory conditions, with six fish in each subset. After HS
treatment, the largemouth bass was anesthetized with eugenol (Sigma-Aldrich, Munich,
Germany), and the liver tissues were collected from the Con and HS-treated fish and
immediately frozen and stored at −70 ◦C.

2.3. RNA Isolation, Library Construction and Illumina Sequencing

Total RNA was isolated from the livers of largemouth bass using TRIzol™ reagent
(Invitrogen, Carlsbad, CA, USA). RNA quality was measured using a 5300 Bioanalyzer
(Agilent Technologies, Santa Clara, CA, USA) and quantified using an ND-2000 spectropho-
tometer (NanoDrop Technologies, Wilmington, DE, USA). High-quality RNA samples were
used for subsequent library construction. Liver sequencing libraries were constructed
using a SuperScript double-stranded cDNA synthesis kit (Invitrogen) following the man-
ufacturer’s instructions. After end repair, phosphorylation, and ‘A’ base addition, the
cDNA libraries were analyzed on the Illumina NovaSeq 6000 sequencing system (Illumina,
San Diego, CA, USA).

2.4. Transcriptome Assembly and DEG Screening

Raw sequencing reads were quality-trimmed using Fastp (v.0.19.5) [33] to get rid of
low-quality reads, as described by Zhang et al. [32]. The clean reads were aligned to the
reference genome of largemouth bass (NCBI accession number: GCF_014851395.1) [34] us-
ing HISAT2 (v.2.1.0) [35] in the orientation mode. Then, the mapped reads were assembled
using StringTie [36] with the largemouth bass genome. For differential expression analysis,
the fragments per kilobase of transcript per million fragments mapped (FPKM) at the gene
level were calculated using RSEM (v.1.3.3) [37], and genes with a threshold of FPKM > 0.1
were taken as expressed [38,39]. For significant difference analysis, strict statistical thresh-
olds with an absolute value of Log2FC (fold change) ≥ 1.0 and a Benjamini–Hochberg
(BH)-adjusted p-value (Padj) < 0.05 were used as described previously [32,40].

2.5. Functional Annotation and Enrichment Analyses

Functional annotation analysis of the assembled genes was performed using Diamond
(v.0.8.22), as described previously [40]. Gene Ontology (GO) and Kyoto Encyclopedia of
Genes and Genomes (KEGG) enrichment analyses of DEGs between different pairwise
comparisons were carried out using GOATOOLS [41] and KOBAS [42], respectively. The
results of the enrichment analyses were visualized using the Majorbio Cloud platform
(https://cloud.majorbio.com/, accessed on 10 April 2023) [43].

2.6. Short Time-Series Expression Miner (STEM) and Gene–Gene Interaction (GGI) Analyses

For STEM analysis, the HS treatment periods and the calculated Log2 values of the
expression levels (in FPKM) of HES or HET to the Con were utilized as horizontal and
vertical coordinates, as described previously [40,44]. Based on the expression patterns
of the DEGs, distinct and significant clusters were constructed, as described by Maire
et al. [45]. GGI prediction of hub DEGs was carried out using the STRING database (v.12.0,
https://cn.string-db.org/, accessed on 16 May 2023) [46], and the interaction network was
visualized using Cytoscape software (v.3.10.0) [47].

2.7. RNA Isolation and qRT-PCR Analysis

Total RNA was isolated from the livers of largemouth bass as described above. The ob-
tained RNA was digested with DNase I and synthesized into cDNA using a PrimeScript™
RT Reagent Kit (TaKaRa, Dalian, China) following the manufacturer’s instructions. Quanti-
tative PCR was carried out on a LightCycler® 480 II instrument (Roche, Basel, Switzerland)

https://cloud.majorbio.com/
https://cn.string-db.org/
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using a TB Green® Premix Ex Taq™ II Kit [48]. The relative mRNA expression levels were
calculated using the 2−∆∆CT method [49], and the β-actin gene of largemouth bass was used
as an internal control [50]. The primers used for qRT-PCR are listed in Table S1.

2.8. Statistical Analysis

Data were analyzed by one-way analysis of variance with Tukey’s test using SPSS
software (version 27.0; SPSS Inc., Chicago, IL, USA). The results are given as the mean
± standard deviation (SD) of three biological replicates. Differences were considered
statistically significant at a p-value of <0.05.

3. Results
3.1. Overview of Largemouth Bass Transcriptomes

To identify the responsive genes in largemouth bass following HS, the expression
profiles of livers were analyzed. A total of 104.29 Gb of raw data was generated from
18 samples, of which 103.76 Gb was valid. After filtering, approximately 97.83% of the clean
reads reached the threshold score of Q20, and approximately 93.30% reached Q30 (Table S2).
The total and unique mapping rates were 96.89 and 82.92%, respectively (Table S2). Then,
clean reads from the largemouth bass livers were aligned and assembled using HISAT2
(v.2.1.0) [35] and StringTie [36]. As shown in Figure 1a, the median and mean lengths of the
transcripts were 2506 and 3154 bp, respectively. Many genes were annotated using several
protein databases (Figure 1b). The most significant number of largemouth bass genes were
annotated in the NCBI non-redundant protein (NR) database (27,788 genes), Clusters of
Orthologous Genes (COG) database (25,820 genes), and Swiss-Prot database (24,579 genes).

To obtain more information about these largemouth bass genes, we conducted a
functional classification using the terms annotated in the GO and KEGG databases. Con-
sequently, 17,377 genes were assigned to at least one GO term. Regarding the biological
process, ‘cellular process’, ‘biological regulation’, and ‘metabolic process’ were the three
most abundant terms (Figure 1c). Regarding the molecular function, ‘binding’, ‘catalytic
activity’, and ‘transporter activity’ were the three most represented terms (Figure 1c). Re-
garding the cellular component, ‘membrane part’, ‘cell part’, and ‘organelle’ were the three
most enriched terms (Figure 1c). Additionally, 19,492 genes were assigned to various KEGG
pathways, including those related to environmental information processing, organismal
systems, human diseases, cellular processes, metabolism, and genetic information process-
ing (Figure 1d). Collectively, these results suggest that HS treatment can lead to extensive
gene rearrangements in the liver of largemouth bass.

3.2. Scanning of DEGs in Livers of Largemouth Bass in Response to HS

To investigate the molecular mechanisms underlying the response of M. salmoides
to HS, we determined gene expression profiles in the livers of largemouth bass exposed
to HS for different treatment periods. In the present study, a strict criterion of twofold
difference and Padj < 0.05 were used (Figure 2a,b). Compared to the Con, under the HES
treatment, 4811 genes, including 2207 up-regulated and 2604 down-regulated DEGs, were
identified in the livers of largemouth bass from 6 biological replicates (Figure 2a,c and
Table S3). In contrast, for the HET treatment, 3788 genes, including 1375 up-regulated
and 2413 down-regulated DEGs, were detected in the livers of largemouth bass from
6 biological replicates (Figure 2b,c and Table S4). Because our main goal was to identify
HS-responsive genes in largemouth bass livers, we combined the DEGs from both HES and
HET treatments as HS-responsive genes. Accordingly, 6114 DEGs were identified in the
livers of largemouth bass following different HS treatments, including 2645 up-regulated
and 3469 down-regulated DEGs (Figure 2c and Table S5). Additionally, we performed
heatmap analysis to determine the hierarchical clusters among these HS-responsive DEGs.
As expected, these DEGs displayed substantial differences in the livers of largemouth bass
under HS treatment (Figure 2d).
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Kyoto Encyclopedia of Genes and Genomes (KEGG), Protein Family (Pfam), and Clusters of 
Orthologous Group (COG) databases. (c) Classification of annotated GO terms. A total of 17,377 
genes were annotated into 3 main classes: biological process (12 subclasses), molecular function (7 
subclasses), and cellular component (11 subclasses). (d) Classification of annotated KEGG terms. A 
total of 19,492 genes were annotated into 6 main classes, including environmental information 
process (3 subclasses), organismal systems (10 subclasses), human diseases (11 subclasses), cellular 
processes (4 subclasses), metabolism (11 subclasses), and genetic information processing (4 
subclasses). 
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Figure 1. RNA-Seq of livers of largemouth bass (M. salmoides) following heat stress. (a) Length
distribution of assembled transcripts in largemouth bass. (b) The number of genes annotated
by different databases, including NCBI non-redundant protein (NR), Swiss-Prot, Gene Ontology
(GO), Kyoto Encyclopedia of Genes and Genomes (KEGG), Protein Family (Pfam), and Clusters
of Orthologous Group (COG) databases. (c) Classification of annotated GO terms. A total of
17,377 genes were annotated into 3 main classes: biological process (12 subclasses), molecular function
(7 subclasses), and cellular component (11 subclasses). (d) Classification of annotated KEGG terms. A
total of 19,492 genes were annotated into 6 main classes, including environmental information process
(3 subclasses), organismal systems (10 subclasses), human diseases (11 subclasses), cellular processes
(4 subclasses), metabolism (11 subclasses), and genetic information processing (4 subclasses).

3.3. STEM Analysis of HS-Responsive DEGs in Livers of Largemouth Bass

To gain more information on the expression patterns of these HS-responsive DEGs, we
further performed a STEM analysis as described previously [40,51]. The results showed that
these DEGs were mainly grouped into nine distinct temporal expression patterns following
HS (Figure 3). The prominent profiles demonstrated that the expression patterns of most
DEGs were quickly down-regulated by HES treatment (Figure 3a–d). These decreased
expression patterns extended along the same trajectory until HET treatment (Figure 3a–d).
Conversely, some DEGs were dramatically suppressed by HES treatment but were induced
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by HET treatment (Figure 3e). Furthermore, some DEGs were significantly induced by HES
treatment but not by HET treatment (Figure 3f). Additionally, some DEGs were strongly
induced by HES treatment and slightly induced by HET treatment (Figure 3g–i). Notably,
14 DEGs annotated as HSP genes were identified, 13 of which were markedly up-regulated
following both HES and HET treatments (Figure 3f–i and Table S6). Together, these gene
expression patterns suggest that there may be a time-specific response to HS treatment in
the livers of largemouth bass.
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Figure 2. Transcriptional variation of largemouth bass (M. salmoides) exposed to high temperatures
at different treatment points. (a,b) Differential expression analysis of differentially expressed genes
(DEGs) in livers of largemouth bass of heat-sensitive (HES) subgroup (a) or heat-tolerant (HET)
subgroup (b) by volcano plots. (c) The number of total, up-regulated, and down-regulated DEGs in
the livers of largemouth bass following HES or HET treatment. (d) Expression analysis of the DEGs
in the livers of largemouth bass under HES or HET treatment by a heatmap. Red and blue colors
indicate up- and down-regulated genes, respectively.
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Figure 3. Temporal expression analysis of differentially expressed genes (DEGs) in the livers of
largemouth bass (M. salmoides) of the heat-sensitive subgroup (HES) or heat-tolerant subgroup (HET)
using STEM software (v1.3.13). (a–i) The DEGs were classified into nine main clusters according to
the temporal gene expression patterns. The number of enriched genes belonging to each cluster is
shown in parentheses. For each gene, ratios = Log2 (FPKM of the DEGs in HS samples/FPKM value
of the DEGs in the control group). The minimum variation of gene expression levels between each
treatment was twofold, with Padj < 0.05.

3.4. Enrichment Analysis of HS-Responsive DEGs in Livers of Largemouth Bass

To further investigate the stress response of largemouth bass to HS, a KEGG enrich-
ment analysis of the HES-responsive and HET-responsive DEGs was performed. Among
these HES-responsive DEGs, 3500 were mapped to 343 predicted KEGG terms, of which
45 were highly enriched (Padj < 0.05). Notably, eight KEGG terms, including ‘fructose and
mannose metabolism’, ‘central carbon metabolism in cancer’, ‘glucagon signaling pathway’,
‘steroid biosynthesis’, ‘legionellosis’, ‘insulin resistance’, ‘glycolysis/gluconeogenesis’, and
‘protein processing in endoplasmic reticulum’, were significantly enriched using a thresh-
old value (Padj < 0.001) (Figure 4a). In contrast, among these HET-responsive DEGs,
2659 could be assigned to 342 predicted KEGG pathways, of which 47 were significantly
enriched (Padj < 0.05) (Figure 4b). Among these pathways, ‘complement and coagulation
cascades’, ‘steroid biosynthesis’, and ‘drug metabolism—other enzymes’ were among
the three most important pathways (Figure 4b). In addition, KEGG pathways such as
‘cholesterol metabolism’, ‘pyrimidine metabolism’, ‘drug metabolism—cytochrome P450’,
‘influenza A’, ‘PPAR signaling pathway’, ‘protein digestion and absorption’, and ‘fat diges-
tion and absorption’ also showed significant changes following HS (Padj < 0.001) (Figure 4b).
These results indicate that these KEGG metabolic pathways are potentially involved in the
stress response of largemouth bass to HS.



Genes 2023, 14, 2096 8 of 16

Genes 2023, 14, x FOR PEER REVIEW 8 of 16 
 

 

which 45 were highly enriched (Padj < 0.05). Notably, eight KEGG terms, including 
‘fructose and mannose metabolism’, ‘central carbon metabolism in cancer’, ‘glucagon 
signaling pathway’, ‘steroid biosynthesis’, ‘legionellosis’, ‘insulin resistance’, 
‘glycolysis/gluconeogenesis’, and ‘protein processing in endoplasmic reticulum’, were 
significantly enriched using a threshold value (Padj < 0.001) (Figure 4a). In contrast, among 
these HET-responsive DEGs, 2659 could be assigned to 342 predicted KEGG pathways, of 
which 47 were significantly enriched (Padj < 0.05) (Figure 4b). Among these pathways, 
‘complement and coagulation cascades’, ‘steroid biosynthesis’, and ‘drug metabolism—
other enzymes’ were among the three most important pathways (Figure 4b). In addition, 
KEGG pathways such as ‘cholesterol metabolism’, ‘pyrimidine metabolism’, ‘drug 
metabolism—cytochrome P450’, ‘influenza A’, ‘PPAR signaling pathway’, ‘protein 
digestion and absorption’, and ‘fat digestion and absorption’ also showed significant 
changes following HS (Padj < 0.001) (Figure 4b). These results indicate that these KEGG 
metabolic pathways are potentially involved in the stress response of largemouth bass to 
HS. 

 
Figure 4. Enrichment analysis of Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways of 
the differentially expressed genes (DEGs) in the livers of largemouth bass (M. salmoides) of the heat-
sensitive (HES) subgroup or heat-tolerant (HET) subgroup using bubble charts. (a) The top 30 
enriched KEGG pathways of DEGs under HES treatment. (b) The top 30 enriched KEGG pathways 
of DEGs under HET treatment. The dot colors indicate the Padj enrichment values, and the dot sizes 
represent the number of genes within each enriched pathway. 

Next, we investigated the differential effects of HS on the liver of largemouth bass at 
the first and second levels of the KEGG categories. Significant Padj values of the HES- and 
HET-responsive DEGs for each KEGG term were calculated. Under HES and HET 
conditions, these KEGG terms were clustered into five categories and are indicated by 
different colored bars in Figure 5a. In the metabolism category, DEGs belonging to ‘steroid 
biosynthesis’, ‘drug metabolism’, and ‘pyrimidine metabolism’ were differentially 
changed after HES and HET treatments. In the organismal systems category, DEGs 
belonging to ‘cholesterol metabolism’ and ‘complement and coagulation cascades’ were 
differentially changed after HES and HET treatments. In the human diseases category, 
DEGs belonging to the ‘influenza A’ term were differentially changed after HES and HET 
treatments. Notably, except for the ‘influenza A’ pathway, the number of DEGs related to 
‘steroid biosynthesis’, ‘drug metabolism’, ‘pyrimidine metabolism’, ‘cholesterol 
metabolism’, and ‘complement and coagulation cascades’ under the HES treatment was 
more significant than that under the HET treatment (Figure 5b–g). 

Figure 4. Enrichment analysis of Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways
of the differentially expressed genes (DEGs) in the livers of largemouth bass (M. salmoides) of the
heat-sensitive (HES) subgroup or heat-tolerant (HET) subgroup using bubble charts. (a) The top
30 enriched KEGG pathways of DEGs under HES treatment. (b) The top 30 enriched KEGG pathways
of DEGs under HET treatment. The dot colors indicate the Padj enrichment values, and the dot sizes
represent the number of genes within each enriched pathway.

Next, we investigated the differential effects of HS on the liver of largemouth bass
at the first and second levels of the KEGG categories. Significant Padj values of the HES-
and HET-responsive DEGs for each KEGG term were calculated. Under HES and HET
conditions, these KEGG terms were clustered into five categories and are indicated by
different colored bars in Figure 5a. In the metabolism category, DEGs belonging to ‘steroid
biosynthesis’, ‘drug metabolism’, and ‘pyrimidine metabolism’ were differentially changed
after HES and HET treatments. In the organismal systems category, DEGs belonging to
‘cholesterol metabolism’ and ‘complement and coagulation cascades’ were differentially
changed after HES and HET treatments. In the human diseases category, DEGs belonging to
the ‘influenza A’ term were differentially changed after HES and HET treatments. Notably,
except for the ‘influenza A’ pathway, the number of DEGs related to ‘steroid biosynthesis’,
‘drug metabolism’, ‘pyrimidine metabolism’, ‘cholesterol metabolism’, and ‘complement
and coagulation cascades’ under the HES treatment was more significant than that under
the HET treatment (Figure 5b–g).

Interestingly, in the environmental information processing category, only DEGs from
the HET subgroup were identified and grouped into four KEGG terms: ‘ECM-receptor
interaction’, ‘viral protein interaction with cytokine and cytokine receptor’, ‘cytokine–
cytokine receptor interaction’, and ‘FoxO signaling pathway’ (Figure 5h). Most DEGs
implicated in these pathways were down-regulated by HET treatment (Figure 5i–l).

3.5. GGI and Expression Analyses of DEGs Involved in ECM-Receptor Interaction Pathway in
Largemouth Bass

As mentioned above, the ‘ECM-receptor interaction’, which is an essential adaptive
pathway in animals under stress conditions, was ranked number one following HET
treatment (Figure 5h). Therefore, we further illustrated this pathway and analyzed the GGI
networks of the ‘ECM-receptor interaction’ pathway-related DEGs (Table S7). As a result,
42 DEGs covering 17 components of this pathway were identified (Figure 6a). Twenty-five
DEGs in the ‘ECM-receptor interaction’ pathway interacted with each other, especially
eight DEGs—LOC119885778, LOC119905045, itga3b, itgb5, LOC119916149, itga5, itga2b, and
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itga11a (Figure 6b). Thus, we further examined this pathway by determining the expression
levels of the eight hub genes belonging to the ‘ECM-receptor interaction’ pathway using
qPCR. The results revealed that the expression levels of LOC119885778, LOC119905045,
itga3b, and itgb5 were significantly up-regulated by more than twofold following HES
treatment, and these up-regulation patterns continued to HET treatment (Figure 6c–f). In
contrast, the expression levels of the other four hub genes, LOC119916149, itga5, itga2b, and
itga11a, were markedly down-regulated after HES and HET treatments (Figure 6g–j). These
qPCR results agreed with the transcriptomic data (Figures 2 and 3 and Table S5). These
results suggest that significant changes in genes involved in the ‘ECM-receptor interaction’
pathway indicate an alteration of ECM-receptor interaction in the livers, which can be used
by largemouth bass to cope with HS.
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Figure 5. Effects of heat stress on Kyoto Encyclopedia of Genes and Genomes (KEGG) pathways
of largemouth bass (M. salmoides). (a) KEGG pathways identically enriched for the differentially
expressed genes (DEGs) in the livers of largemouth bass from the heat-sensitive (HES) subgroup or
heat-tolerant (HET) subgroup. The abscissa presents the statistical significance (−Log10-transformed
corrected Padj) of the KEGG terms following HES and HET treatments. Red and blue represent HES
and HET, respectively. (b–g) The number of up- and down-regulated DEGs with the most significant
KEGG terms following HES and HET treatments. ‘Steroid biosynthesis’ (b), ‘Drug metabolism’
(c), ‘Pyrimidine metabolism’ (d), ‘Cholesterol metabolism’ (e), ‘Complement and coagulation cascades’
(f), and ‘Influenza A’ (g) terms. (h) Enrichment analysis of KEGG pathways of HET-responsive DEGs
involved in environmental information processing. The abscissa presents the statistical significance
(−Log10-transformed corrected Padj) of the KEGG terms. (i–l) The number of up- and down-
regulated DEGs involved in environmental information processing. ‘ECM-receptor interaction’
(i), ‘Viral protein interaction with cytokine and cytokine receptor’ (j), ‘Cytokine–cytokine receptor
interaction’ (k), and ‘FoxO signaling pathway’ (l) terms.
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Figure 6. Gene–gene interaction (GGI) and expression analyses of the differentially expressed genes
(DEGs) in livers of largemouth bass (M. salmoides) involved in the ECM-receptor interaction pathway
following heat stress (HS). (a) Regulatory changes in the pathway of ECM-receptor interaction under
HS treatments. The red and blue boxes indicate up- and down-regulated DEGs, respectively. (b) GGI
networks of the DEGs involved in the ‘ECM-receptor interaction’ pathway. The scale from blue
to red represents a gradual increase in values of Log2 transformed fold change ratios of the DEGs.
(c–j) Quantitative reverse transcription PCR (qRT-PCR) data for the mRNA expression levels of the
DEGs implicated in the ‘ECM-receptor interaction’ pathway in the livers of largemouth bass under
HS treatments. The values represent the relative mRNA levels and are normalized to the mean of
the control group. Data are given as the mean of three independent biological replicates ± standard
deviation (SD). Lowercase letters indicate significant differences (Tukey’s test; p < 0.05).

4. Discussion

It has been shown that temperature is one of the critical environmental factors that
affect the growth, development, and survival of aquatic organisms [12,52–54]. With the
intensification of global warming, water temperatures are frequently higher than optimal for
most aquatic animals during summer [31,55]. Over the past two decades, high temperatures
have become a common limitation in aquatic ecosystems and have attracted extensive
attention worldwide [56–58]. In China, HS is considered a severe threat to aquaculture
animals, particularly subtropical fish, which have rigorous optimal growth temperatures
in their aquatic environments [12,13,59,60]. Therefore, it is imperative to investigate the
molecular response mechanisms of subtropical fish to HS.

Over the past decade, the availability of transcriptomic data from fish in response to
HS has dramatically expanded. Data sets from the spleen and blood tissues of Ctenopharyn-
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godon idellus subjected to HS with 3355 and 260 DEGs were produced by Yang et al. [59]
and Huang et al. [7], respectively. Data sets from the liver and head kidney tissues of
Oncorhynchus mykiss following HS with 128 and 443 DEGs, respectively, were generated by
Li et al. [60] and Huang et al. [61]. Data sets from the livers of Salmo salar upon HS with 331
and 1900 DEGs were identified by Shi et al. [17] and Beemelmanns et al. [15], respectively.
A data set from the gonad of Cynoglossus semilaevis under HS with 3702 DEGs was reported
by Wang et al. [62]. A data set from the liver of Scophthalmus maximus in response to HS
with 2067 DEGs was published by Zhao et al. [63]. Data sets from the liver and brain tissues
of Ctenopharyngodon idella under HS with 2534 and 1622 DEGs, respectively, were identified
by Zhang et al. [64]. A data set from the liver of Larimichthys polyactis following HS with
5328 DEGs was determined by Liu et al. [8]. Finally, a data set from the gill of Acipenser
baerii upon HS with 8570 DEGs was reported by Yang et al. [65]. Consistently, we found
that HS-responsive DEGs were predominantly involved in protein metabolism, energy
metabolism, and immune systems in the present study.

In this study, an RNA-seq-based comparative transcriptomic analysis of HS-treated
and control M. salmoides livers was carried out to explore the response mechanisms of
largemouth bass to HS. A total of 6114 DEGs, which included 2645 up-regulated and
3469 down-regulated genes, were identified in M. salmoides livers under HS treatment
(Figure 2). This result suggests that a large number of transcriptional alterations occur
during HS treatment. This finding corroborates previous studies showing that fish undergo
extensive gene changes in their livers in response to HS [8,15,17,63,64]. STEM analysis
showed that 6114 DEGs were grouped into 9 distinct temporal expression patterns under
HS treatment (Figure 3). KEGG enrichment analysis demonstrated that the HES-responsive
DEGs were predominantly involved in ‘fructose and mannose metabolism’, ‘central carbon
metabolism in cancer’, ‘glucagon signaling pathway’, ‘steroid biosynthesis’, ‘legionellosis’,
‘insulin resistance’, ‘glycolysis/gluconeogenesis’, and ‘protein processing in endoplasmic
reticulum’, and the HET-responsive DEGs were mainly implicated in ‘complement and co-
agulation cascades’, ‘steroid biosynthesis’, ‘drug metabolism—other enzymes’, ‘cholesterol
metabolism’, ‘pyrimidine metabolism’, ‘drug metabolism—cytochrome P450’, ‘influenza
A’, ‘PPAR signaling pathway’, ‘protein digestion and absorption’, and ‘fat digestion and
absorption’ (Figure 4), suggesting that these KEGG pathways might be implicated in the
response of largemouth bass to HS.

Interestingly, an ‘ECM-receptor interaction’ pathway belonging to the environmental
information processing category was identified as specific to HET treatment (Figure 5h).
As shown in Figure 6a, 42 DEGs were assigned to the ‘ECM-receptor interaction’ pathway.
Furthermore, GGI analysis identified eight DEGs as hub genes in the livers of largemouth
bass in response to HS (Figure 6b). These data indicate that the ‘ECM-receptor interaction’
pathway in the livers of largemouth bass plays a potential role in responding to HS. To
further determine the precise role of the ‘ECM-receptor interaction’ pathway, we examined
the expression levels of hub genes in the livers of largemouth bass following HS. Compared
to the Con, these hub genes showed differential expression profiles in response to HES and
HET treatments (Figure 6c–g). These results suggest that the ‘ECM-receptor interaction’
pathway in the livers of largemouth bass has a crucial role in the response of M. salmoides
to HS. This finding is consistent with previous studies showing that the ‘ECM-receptor
interaction’ pathway can be strongly induced in fish in response to HS [59,66,67].

Based on our results and those of previous studies [12,28,68], a possible regulatory
model can be proposed for largemouth bass in response to HS. As illustrated in Figure 7,
at high temperatures, HS causes dramatic changes in lipid, amino acid, and carbohydrate
metabolisms, ultimately resulting in cell growth restriction and cell death. These alter-
ations may help largemouth bass cope with HS and adapt to high-temperature conditions.
However, we also found that largemouth bass responded differently to HS at different
treatment times. More DEGs were found under the HES treatment than the HET treatment.
In contrast, under the HET treatment, signaling interaction pathways in the environmental
information processing were significantly altered in the livers of largemouth bass (Figure 7).
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This may be a strategy used by largemouth bass to adapt to HS under the HET treatment,
in which a dynamic balance between heat tolerance and normal growth allows them to
adapt more quickly to the external environment.
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Figure 7. A proposed model of the heat stress response of largemouth bass (M. salmoides) to high
temperatures. When faced with high temperatures, largemouth bass adapt to heat stress (HS)
by modifying the metabolism of lipids, sugars, and amino acids, as well as the immune system.
Abbreviations are: Steroid: steroid metabolism; UFAs: unsaturated fatty acids metabolism; Gly, Ser
and Thr: glycine, serine and threonine metabolism; β-Ala; β-alanine metabolism; Trp: tryptophan
metabolism; p53: p53 signaling pathway; ECM: ECM-receptor interaction; inflammatory cytokine:
cytokine–cytokine receptor interaction and viral protein interaction with cytokine–cytokine receptor.
The red dashed-line boxes indicate the changed pathways under HS.

5. Conclusions

We performed a comparative transcriptomic analysis of the livers of largemouth
bass. The transcriptome results showed profound transcriptional changes in the livers
of largemouth bass following HS. KEGG and GGI analyses revealed that ‘ECM-receptor
interaction’ pathway-related genes were markedly changed under HS treatments. These
results provide clues for understanding the stress responses of genes and networks to
HS and expand our current understanding of the effects of high temperatures on gene
expression in the livers of largemouth bass.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/genes14112096/s1, Table S1: List of primers used in this study; Table
S2: Summary of RNA-sequencing of the livers of largemouth bass (M. salmoides) following heat stress;
Table S3: Summary of the differentially expressed genes (DEGs) in the livers of the heat-sensitive
subgroup (HES) of largemouth bass (M. salmoides) following heat stress; Table S4: Summary of the
differentially expressed genes (DEGs) in the livers of the heat-tolerant subgroup (HES) of largemouth
bass (M. salmoides) following heat stress; Table S5: Summary of the differentially expressed genes
(DEGs) in the livers of largemouth bass (M. salmoides) following heat stress; Table S6: Summary of the
differentially expressed genes (DEGs) annotated as heat shock protein (HSP) genes in the livers of
largemouth bass (M. salmoides) following heat stress; Table S7: Summary of the differentially expressed
genes (DEGs) involved in the ‘ECM-receptor interaction’ pathway in the livers of largemouth bass
(M. salmoides) following heat stress.

https://www.mdpi.com/article/10.3390/genes14112096/s1
https://www.mdpi.com/article/10.3390/genes14112096/s1


Genes 2023, 14, 2096 13 of 16

Author Contributions: Conceptualization, F.Z. and Z.W.; methodology, M.Q., Y.H., X.C. and Q.M.;
software, J.L. and M.Q.; validation, X.C. and W.L.; formal analysis, J.L. and M.Q.; investigation, G.Y.
and T.Z.; resources, M.Q. and Y.H.; data curation, F.Z.; writing—original draft preparation, F.Z.,
M.Q. and Z.W.; writing—review and editing, F.Z., Z.W. and X.D.; supervision, F.Z. and X.D.; project
administration, F.Z. and X.D.; funding acquisition, F.Z. and X.D. All authors have read and agreed to
the published version of the manuscript.

Funding: This research was funded by the Key Scientific and Technological Grant of Zhejiang for
Breeding New Agricultural (Aquaculture) Varieties (2021C02069-2), the China Agriculture Research
System (CARS-46), and the Zhejiang Province Science and Technology Projects (2019C02060).

Institutional Review Board Statement: This study was conducted according to the Guide for Labo-
ratory Animals developed by the Ministry of Science and Technology (Beijing, China). The animal
utilization protocol was approved by the Institutional Animal Care and Use Committee of Zhe-
jiang Fisheries Technical Extension Center, Hangzhou, China, on 26 May 2020 (approval number
SYXK-ZHE-2020-0009).

Informed Consent Statement: Not applicable.

Data Availability Statement: All supporting data are included within the main article, and all
supporting data are included within the main article and its Supplementary Files.

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

References
1. Galappaththi, E.K.; Ichien, S.T.; Hyman, A.A.; Aubrac, C.J.; Ford, J.D. Climate change adaptation in aquaculture. Rev. Aquacult.

2020, 12, 2160–2176. [CrossRef]
2. Hoegh-Guldberg, O.; Jacob, D.; Taylor, M.; Guillén Bolaños, T.; Bindi, M.; Brown, S.; Camilloni, I.A.; Diedhiou, A.; Djalante, R.;

Ebi, K.; et al. The human imperative of stabilizing global climate change at 1.5 ◦C. Science 2019, 365, eaaw6974. [CrossRef]
[PubMed]

3. Cheung, W.W.L.; Frölicher, T.L.; Lam, V.W.Y.; Oyinlola, M.A.; Reygondeau, G.; Sumaila, U.R.; Tai, T.C.; Teh, L.C.L.; Wabnitz, C.C.C.
Marine high temperature extremes amplify the impacts of climate change on fish and fisheries. Sci. Adv. 2021, 7, eabh0895.
[CrossRef]

4. Sydeman, W.J.; Poloczanska, E.; Reed, T.E.; Thompson, S.A. Climate change and marine vertebrates. Science 2015, 350, 772–777.
[CrossRef]

5. Yu, J.; Zhong, D.; Li, S.; Zhang, Z.; Mo, H.; Wang, L. Acute temperature stresses trigger liver transcriptome and microbial
community remodeling in largemouth bass (Micropterus salmoides). Aquaculture 2023, 573, 739573. [CrossRef]

6. Wang, Y.; Li, C.; Pan, C.; Liu, E.; Zhao, X.; Ling, Q. Alterations to transcriptomic profile, histopathology, and oxidative stress in
liver of pikeperch (Sander lucioperca) under heat stress. Fish Shellfish Immunol. 2019, 95, 659–669. [CrossRef]

7. Huang, D.; Ren, M.; Liang, H.; Ge, X.; Xu, H.; Wu, L. Transcriptome analysis of the effect of high-temperature on nutrient
metabolism in juvenile grass carp (Ctenopharyngodon idellus). Gene 2022, 809, 146035. [CrossRef]

8. Liu, F.; Zhang, T.; He, Y.; Zhan, W.; Xie, Q.; Lou, B. Integration of transcriptome and proteome analyses reveals the regulation
mechanisms of Larimichthys polyactis liver exposed to heat stress. Fish Shellfish Immunol. 2023, 135, 108704. [CrossRef]

9. 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]

10. Zhou, C.; Zhang, Z.Q.; Zhang, L.; Liu, Y.; Liu, P.F. Effects of temperature on growth performance and metabolism of juvenile sea
bass (Dicentrarchus labrax). Aquaculture 2021, 537, 736458. [CrossRef]

11. Cascarano, M.C.; Stavrakidis-Zachou, O.; Mladineo, I.; Thompson, K.D.; Papandroulakis, N.; Katharios, P. Mediterranean
aquaculture in a changing climate: Temperature effects on pathogens and diseases of three farmed fish species. Pathogens 2021,
10, 1205. [CrossRef] [PubMed]

12. Yang, C.; Dong, J.; Sun, C.; Li, W.; Tian, Y.; Liu, Z.; Gao, F.; Ye, X. Exposure to heat stress causes downregulation of immune
response genes and weakens the disease resistance of Micropterus salmoides. Comp. Biochem. Physiol. Part D Genom. Proteom.
2022, 43, 101011. [CrossRef] [PubMed]

13. Cheng, C.H.; Guo, Z.X.; Luo, S.W.; Wang, A.L. Effects of high temperature on biochemical parameters, oxidative stress, DNA
damage and apoptosis of pufferfish (Takifugu obscurus). Ecotoxicol. Environ. Saf. 2018, 150, 190–198. [CrossRef]

14. Zhou, Z.; Liu, Z.; Wang, L.; Luo, J.; Li, H. Oxidative stress, apoptosis activation and symbiosis disruption in giant clam Tridacna
crocea under high temperature. Fish Shellfish Immunol. 2019, 84, 451–457. [CrossRef]

15. Beemelmanns, A.; Zanuzzo, F.S.; Xue, X.; Sandrelli, R.M.; Rise, M.L.; Gamperl, A.K. The transcriptomic responses of Atlantic
salmon (Salmo salar) to high temperature stress alone, and in combination with moderate hypoxia. BMC Genom. 2021, 22, 261.
[CrossRef]

https://doi.org/10.1111/raq.12427
https://doi.org/10.1126/science.aaw6974
https://www.ncbi.nlm.nih.gov/pubmed/31604209
https://doi.org/10.1126/sciadv.abh0895
https://doi.org/10.1126/science.aac9874
https://doi.org/10.1016/j.aquaculture.2023.739573
https://doi.org/10.1016/j.fsi.2019.11.014
https://doi.org/10.1016/j.gene.2021.146035
https://doi.org/10.1016/j.fsi.2023.108704
https://doi.org/10.1038/s41598-018-27013-z
https://doi.org/10.1016/j.aquaculture.2021.736458
https://doi.org/10.3390/pathogens10091205
https://www.ncbi.nlm.nih.gov/pubmed/34578236
https://doi.org/10.1016/j.cbd.2022.101011
https://www.ncbi.nlm.nih.gov/pubmed/35839613
https://doi.org/10.1016/j.ecoenv.2017.12.045
https://doi.org/10.1016/j.fsi.2018.10.033
https://doi.org/10.1186/s12864-021-07464-x


Genes 2023, 14, 2096 14 of 16

16. Yan, W.; Qiao, Y.; He, J.; Qu, J.; Liu, Y.; Zhang, Q.; Wang, X. Molecular mechanism based on histopathology, antioxidant system
and transcriptomic profiles in heat stress response in the gills of Japanese flounder. Int. J. Mol. Sci. 2022, 23, 3286. [CrossRef]

17. Shi, K.P.; Dong, S.L.; Zhou, Y.G.; Li, Y.; Gao, Q.F.; Sun, D.J. RNA-seq reveals temporal differences in the transcriptome response to
acute heat stress in the Atlantic salmon (Salmo salar). Comp. Biochem. Physiol. Part D Genom. Proteom. 2019, 30, 169–178. [CrossRef]
[PubMed]

18. Chen, Y.; Wu, X.; Lai, J.; Liu, Y.; Song, M.; Li, F.; Gong, Q. Integrated biochemical, transcriptomic and metabolomic analyses
provide insight into heat stress response in Yangtze sturgeon (Acipenser dabryanus). Ecotoxicol. Environ. Saf. 2023, 249, 114366.
[CrossRef]

19. Lin, Y.; Miao, L.H.; Pan, W.J.; Huang, X.; Dengu, J.M.; Zhang, W.X.; Ge, X.P.; Liu, B.; Ren, M.C.; Zhou, Q.L.; et al. Effect of nitrite
exposure on the antioxidant enzymes and glutathione system in the liver of bighead carp, Aristichthys nobilis. Fish Shellfis Immunol.
2018, 76, 126–132. [CrossRef]

20. Somero, G.N. The cellular stress response and temperature: Function, regulation, and evolution. J. Exp. Zool. A Ecol. Integr.
Physiol. 2020, 333, 379–397. [CrossRef]

21. Li, F.; Long, Y.; Xie, J.; Ren, J.; Zhou, T.; Song, G.; Li, Q.; Cui, Z. Generation of GCaMP6s-expressing zebrafish to monitor
spatiotemporal dynamics of calcium signaling elicited by heat stress. Int. J. Mol. Sci. 2021, 22, 5551. [CrossRef] [PubMed]

22. Zhou, C.Q.; Ka, W.; Yuan, W.K.; Wang, J.L. The effect of acute heat stress on the innate immune function of rainbow trout based
on the transcriptome. J. Therm. Biol. 2021, 96, 102834. [CrossRef] [PubMed]

23. Xie, X.; Liang, X.; Wang, H.; Zhu, Q.; Wang, J.; Chang, Y.; Leclercq, E.; Xue, M.; Wang, J. Effects of paraprobiotics on bile acid
metabolism and liver health in largemouth bass (Micropterus salmoides) fed a cottonseed protein concentrate-based diet. Anim.
Nutr. 2023, 13, 302–312. [CrossRef]

24. Zhao, J.; Yang, X.; Qiu, Z.; Zhang, R.; Xu, H.; Wang, T. Effects of tributyrin and alanyl-glutamine dipeptide on intestinal health of
largemouth bass (Micropterus salmoides) fed with high soybean meal diet. Front. Immunol. 2023, 14, 1140678. [CrossRef] [PubMed]

25. Zhao, Z.; Liu, S.; Wu, C.; Wang, Q.; Zhang, Y.; Wang, B.; Wang, L.; Sun, R.; Guo, M.; Ji, W. Bioinformatics characteristics and
expression analysis of TLR3 and its adaptor protein TRIF in largemouth bass (Micropterus salmoides) upon Flavobacterium columnare
infection. Gene 2023, 872, 147450. [CrossRef]

26. White, D.P.; Wahl, D.H. Growth and physiological responses in largemouth bass populations to environmental warming: Effects
of inhabiting chronically heated environments. J. Therm. Biol. 2020, 88, 102467. [CrossRef]

27. Long, B.; Wang, J.; He, Y.; Zhao, M.; Wang, E.; Cui, J.; Deng, L.; Liu, T.; Zeng, Y.; Wang, K.; et al. Isolation, identification and
pathogenicity of Aeromonas veronii isolated from Micropterus salmoides. Chin. J. Vet. Sci. 2016, 36, 48–55.

28. Mulhollem, J.J.; Suski, C.D.; Wahl, D.H. Response of largemouth bass (Micropterus salmoides) from different thermal environments
to increased water temperature. Fish Physiol. Biochem. 2015, 41, 833–842. [CrossRef]

29. Stark, R.; Grzelak, M.; Hadfield, J. RNA sequencing: The teenage years. Nat. Rev. Genet. 2019, 20, 631–656. [CrossRef]
30. Yu, H.; He, Y.; Zhang, J.; Zhang, Z.; Zhang, X. Hepatic transcriptome analysis reveals the metabolic strategies of largemouth

bass (Micropterus salmoides) under different dissolved oxygen condition. Comp. Biochem. Physiol. Part D Genom. Proteom. 2023,
45, 101032. [CrossRef]

31. Quan, J.; Kang, Y.; Luo, Z.; Zhao, G.; Li, L.; Liu, Z. Integrated analysis of the responses of a circRNA-miRNA-mRNA ceRNA
network to heat stress in rainbow trout (Oncorhynchus mykiss) liver. BMC Genom. 2021, 22, 48. [CrossRef] [PubMed]

32. Zhang, L.; Yang, Z.; Yang, M.; Yang, F.; Wang, G.; Liu, D.; Li, X.; Yang, L.; Wang, Z. Copper-induced oxidative stress, transcriptome
changes, intestinal microbiota, and histopathology of common carp (Cyprinus carpio). Ecotoxicol. Environ. Saf. 2022, 246, 114136.
[CrossRef] [PubMed]

33. Chen, S.; Zhou, Y.; Chen, Y.; Gu, J. Fastp: An ultra-fast all-in-one FASTQ preprocessor. Bioinformatics 2018, 34, i884–i890. [CrossRef]
[PubMed]

34. He, K.; Zhao, L.; Yuan, Z.; Canario, A.; Liu, Q.; Chen, S.; Guo, J.; Luo, W.; Yan, H.; Zhang, D.; et al. Chromosome-level genome
assembly of largemouth bass (Micropterus salmoides) using PacBio and Hi-C technologies. Sci. Data 2022, 9, 482. [CrossRef]
[PubMed]

35. Kim, D.; Langmead, B.; Salzberg, S.L. HISAT: A fast spliced aligner with low memory requirements. Nat. Methods 2015, 12,
357–360. [CrossRef] [PubMed]

36. Pertea, M.; Pertea, G.M.; Antonescu, C.M.; Chang, T.C.; Mendell, J.T.; Salzberg, S.L. StringTie enables improved reconstruction of
a transcriptome from RNA-seq reads. Nat. Biotechnol. 2015, 33, 290–295. [CrossRef]

37. Li, B.; Dewey, C.N. RSEM: Accurate transcript quantification from RNA-Seq data with or without a reference genome. BMC
Bioinform. 2011, 12, 323. [CrossRef]

38. Luo, Y.; Coskun, V.; Liang, A.; Yu, J.; Cheng, L.; Ge, W.; Shi, Z.; Zhang, K.; Li, C.; Cui, Y.; et al. Single-cell transcriptome analyses
reveal signals to activate dormant neural stem cells. Cell 2015, 161, 1175–1186. [CrossRef]

39. Wang, M.; Li, J.; Qi, Z.; Long, Y.; Pei, L.; Huang, X.; Grover, C.E.; Du, X.; Xia, C.; Wang, P.; et al. Genomic innovation and
regulatory rewiring during evolution of the cotton genus Gossypium. Nat. Genet. 2022, 54, 1959–1971. [CrossRef]

40. Wang, Z.; Yang, L.; Zhou, F.; Li, J.; Wu, X.; Zhong, X.; Lv, H.; Yi, S.; Gao, Q.; Yang, Z.; et al. Integrated comparative transcrip-
tome and weighted gene co-expression network analysis provide valuable insights into the response mechanisms of crayfish
(Procambarus clarkii) to copper stress. J. Hazard. Mater. 2023, 448, 130820. [CrossRef]

https://doi.org/10.3390/ijms23063286
https://doi.org/10.1016/j.cbd.2018.12.011
https://www.ncbi.nlm.nih.gov/pubmed/30861459
https://doi.org/10.1016/j.ecoenv.2022.114366
https://doi.org/10.1016/j.fsi.2018.02.015
https://doi.org/10.1002/jez.2344
https://doi.org/10.3390/ijms22115551
https://www.ncbi.nlm.nih.gov/pubmed/34074030
https://doi.org/10.1016/j.jtherbio.2021.102834
https://www.ncbi.nlm.nih.gov/pubmed/33627272
https://doi.org/10.1016/j.aninu.2023.02.011
https://doi.org/10.3389/fimmu.2023.1140678
https://www.ncbi.nlm.nih.gov/pubmed/37266423
https://doi.org/10.1016/j.gene.2023.147450
https://doi.org/10.1016/j.jtherbio.2019.102467
https://doi.org/10.1007/s10695-015-0050-0
https://doi.org/10.1038/s41576-019-0150-2
https://doi.org/10.1016/j.cbd.2022.101032
https://doi.org/10.1186/s12864-020-07335-x
https://www.ncbi.nlm.nih.gov/pubmed/33430762
https://doi.org/10.1016/j.ecoenv.2022.114136
https://www.ncbi.nlm.nih.gov/pubmed/36242823
https://doi.org/10.1093/bioinformatics/bty560
https://www.ncbi.nlm.nih.gov/pubmed/30423086
https://doi.org/10.1038/s41597-022-01601-1
https://www.ncbi.nlm.nih.gov/pubmed/35933561
https://doi.org/10.1038/nmeth.3317
https://www.ncbi.nlm.nih.gov/pubmed/25751142
https://doi.org/10.1038/nbt.3122
https://doi.org/10.1186/1471-2105-12-323
https://doi.org/10.1016/j.cell.2015.04.001
https://doi.org/10.1038/s41588-022-01237-2
https://doi.org/10.1016/j.jhazmat.2023.130820


Genes 2023, 14, 2096 15 of 16

41. Klopfenstein, D.V.; Zhang, L.; Pedersen, B.S.; Ramírez, F.; Warwick Vesztrocy, A.; Naldi, A.; Mungall, C.J.; Yunes, J.M.;
Botvinnik, O.; Weigel, M.; et al. GOATOOLS: A Python library for gene ontology analyses. Sci. Rep. 2018, 8, 10872. [CrossRef]
[PubMed]

42. Bu, D.; Luo, H.; Huo, P.; Wang, Z.; Zhang, S.; He, Z.; Wu, Y.; Zhao, L.; Liu, J.; Guo, J.; et al. KOBAS-i: Intelligent prioritization and
exploratory visualization of biological functions for gene enrichment analysis. Nucleic Acids Res. 2021, 49, W317–W325. [CrossRef]

43. Ren, Y.; Yu, G.; Shi, C.; Liu, L.; Guo, Q.; Han, C.; Zhang, D.; Zhang, L.; Liu, B.; Gao, H.; et al. Majorbio Cloud: A one-stop,
comprehensive bioinformatic platform for multiomics analyses. iMeta 2022, 1, e12. [CrossRef]

44. Ernst, J.; Bar-Joseph, Z. STEM: A tool for the analysis of short time series gene expression data. BMC Bioinform. 2006, 7, 191.
[CrossRef] [PubMed]

45. Maire, J.; Parisot, N.; Galvao Ferrarini, M.; Vallier, A.; Gillet, B.; Hughes, S.; Balmand, S.; Vincent-Monégat, C.; Zaidman-Rémy, A.;
Heddi, A. Spatial and morphological reorganization of endosymbiosis during metamorphosis accommodates adult metabolic
requirements in a weevil. Proc. Natl. Acad. Sci. USA 2020, 117, 19347–19358. [CrossRef] [PubMed]

46. Szklarczyk, D.; Kirsch, R.; Koutrouli, M.; Nastou, K.; Mehryary, F.; Hachilif, R.; Gable, A.L.; Fang, T.; Doncheva, N.T.;
Pyysalo, S.; et al. The STRING database in 2023: Protein-protein association networks and functional enrichment analyses
for any sequenced genome of interest. Nucleic Acids Res. 2023, 51, D638–D646. [CrossRef]

47. Shannon, P.; Markiel, A.; Ozier, O.; Baliga, N.S.; Wang, J.T.; Ramage, D.; Amin, N.; Schwikowski, B.; Ideker, T. Cytoscape: A
software environment for integrated models of biomolecular interaction networks. Genome Res. 2003, 13, 2498–2504. [CrossRef]

48. Zhu, J.; Huang, Z.; Yang, F.; Zhu, M.; Cao, J.; Chen, J.; Lin, Y.; Guo, S.; Li, J.; Liu, Z. Cadmium disturbs epigenetic modification
and induces DNA damage in mouse preimplantation embryos. Ecotoxicol. Environ. Saf. 2021, 219, 112306. [CrossRef]

49. 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]

50. Ma, D.; Fan, J.; Tian, Y.; Jiang, P.; Wang, J.; Zhu, H.; Bai, J. Selection of reference genes for quantitative real-time PCR normalisation
in largemouth bass Micropterus salmoides fed on alternative diets. J. Fish Biol. 2019, 95, 393–400. [CrossRef]

51. Ruan, Z.H.; Jiang, L.S.; Li, Y.F.; Lu, Z.Q.; Chen, X.C.; Zhang, X.; Liu, W.S. Transcriptomic analysis of the immune response against
A. hydrophila infection in striped catfish Pangasianodon hypophthalmus. Aquaculture 2022, 547, 737446. [CrossRef]

52. Azra, M.N.; Aaqillah-Amr, M.A.; Ikhwanuddin, M.; Ma, H.; Waiho, K.; Ostrensky, A.; Dos Santos Tavares, C.P.; Abol-Munafi, A.B.
Effects of climate-induced water temperature changes on the life history of brachyuran crabs. Rev. Aquacult. 2020, 12, 1211–1216.
[CrossRef]

53. Guo, K.; Ruan, G.; Fan, W.; Wang, Q.; Fang, L.; Luo, J.; Liu, Y. Immune response to acute heat stress in the intestine of the red
swamp crayfish, Procambarus clarkii. Fish Shellfish Immunol. 2020, 100, 146–151. [CrossRef]

54. Liu, J.; Zhang, C.; Wang, X.; Li, X.; Huang, Q.; Wang, H.; Miao, Y.; Li, E.; Qin, J.; Chen, L. Dietary methionine level impacts the
growth, nutrient metabolism, antioxidant capacity and immunity of the Chinese mitten crab (Eriocheir sinensis) under chronic
heat stress. Antioxidants 2023, 12, 209. [CrossRef] [PubMed]

55. Ma, C.S.; Ma, G.; Pincebourde, S. Survive a warming climate: Insect responses to extreme high temperatures. Annu. Rev. Entomol.
2021, 66, 163–184. [CrossRef]

56. Pink, M.; Abrahams, M.V. Temperature and its impact on predation risk within aquatic ecosystems. Can. J. Fish. Aquat. Sci. 2016,
73, 869–876. [CrossRef]

57. Wiles, S.C.; Bertram, M.G.; Martin, J.M.; Tan, H.; Lehtonen, T.K.; Wong, B.B.M. Long-term pharmaceutical contamination and
temperature stress disrupt fish behavior. Environ. Sci. Technol. 2020, 54, 8072–8082. [CrossRef]

58. Yu, Y.; Chen, M.; Lu, Z.Y.; Liu, Y.; Li, B.; Gao, Z.X.; Shen, Z.G. High-temperature stress will put the thermo-sensitive teleost yellow
catfish (Tachysurus fulvidraco) in danger through reducing reproductivity. Ecotoxicol. Environ. Saf. 2022, 239, 113638. [CrossRef]

59. Yang, Y.; Yu, H.; Li, H.; Wang, A.; Yu, H.Y. Effect of high temperature on immune response of grass carp (Ctenopharyngodon idellus)
by transcriptome analysis. Fish Shellfish Immunol. 2016, 58, 89–95. [CrossRef]

60. 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]

61. Huang, J.; Li, Y.; Liu, Z.; Kang, Y.; Wang, J. Transcriptomic responses to heat stress in rainbow trout Oncorhynchus mykiss head
kidney. Fish Shellfish Immunol. 2018, 82, 32–40. [CrossRef] [PubMed]

62. Wang, Q.; Hao, X.; Liu, K.; Feng, B.; Li, S.; Zhang, Z.; Tang, L.; Mahboob, S.; Shao, C. Early response to heat stress in Chinese
tongue sole (Cynoglossus semilaevis): Performance of different sexes, candidate genes and networks. BMC Genom. 2020, 21, 745.
[CrossRef] [PubMed]

63. Zhao, T.; Ma, A.; Huang, Z.; Liu, Z.; Sun, Z.; Zhu, C.; Yang, J.; Li, Y.; Wang, Q.; Qiao, X.; et al. Transcriptome analysis reveals that
high temperatures alter modes of lipid metabolism in juvenile turbot (Scophthalmus maximus) liver. Comp. Biochem. Physiol. Part D
Genom. Proteom. 2021, 40, 100887. [CrossRef] [PubMed]

64. Zhang, W.; Xu, X.; Li, J.; Shen, Y. Transcriptomic analysis of the liver and brain in grass carp (Ctenopharyngodon idella) under heat
stress. Mar. Biotechnol. 2022, 24, 856–870. [CrossRef]

65. Yang, S.; Li, D.; Feng, L.; Zhang, C.; Xi, D.; Liu, H.; Yan, C.; Xu, Z.; Zhang, Y.; Li, Y.; et al. Transcriptome analysis reveals the high
temperature induced damage is a significant factor affecting the osmotic function of gill tissue in Siberian sturgeon (Acipenser
baerii). BMC Genom. 2023, 24, 2. [CrossRef]

https://doi.org/10.1038/s41598-018-28948-z
https://www.ncbi.nlm.nih.gov/pubmed/30022098
https://doi.org/10.1093/nar/gkab447
https://doi.org/10.1002/imt2.12
https://doi.org/10.1186/1471-2105-7-191
https://www.ncbi.nlm.nih.gov/pubmed/16597342
https://doi.org/10.1073/pnas.2007151117
https://www.ncbi.nlm.nih.gov/pubmed/32723830
https://doi.org/10.1093/nar/gkac1000
https://doi.org/10.1101/gr.1239303
https://doi.org/10.1016/j.ecoenv.2021.112306
https://doi.org/10.1006/meth.2001.1262
https://doi.org/10.1111/jfb.13991
https://doi.org/10.1016/j.aquaculture.2021.737446
https://doi.org/10.1111/raq.12380
https://doi.org/10.1016/j.fsi.2020.03.017
https://doi.org/10.3390/antiox12010209
https://www.ncbi.nlm.nih.gov/pubmed/36671071
https://doi.org/10.1146/annurev-ento-041520-074454
https://doi.org/10.1139/cjfas-2015-0302
https://doi.org/10.1021/acs.est.0c01625
https://doi.org/10.1016/j.ecoenv.2022.113638
https://doi.org/10.1016/j.fsi.2016.09.014
https://doi.org/10.1016/j.gene.2017.03.041
https://doi.org/10.1016/j.fsi.2018.08.002
https://www.ncbi.nlm.nih.gov/pubmed/30077801
https://doi.org/10.1186/s12864-020-07157-x
https://www.ncbi.nlm.nih.gov/pubmed/33109079
https://doi.org/10.1016/j.cbd.2021.100887
https://www.ncbi.nlm.nih.gov/pubmed/34428713
https://doi.org/10.1007/s10126-022-10148-6
https://doi.org/10.1186/s12864-022-08969-9


Genes 2023, 14, 2096 16 of 16

66. Kraitavin, W.; Yoshitake, K.; Igarashi, Y.; Mitsuyama, S.; Kinoshita, S.; Kambayashi, D.; Watabe, S.; Asakawa, S. Transcriptome
analysis of yamame (Oncorhynchus masou) in normal conditions after heat stress. Biology 2019, 8, 21. [CrossRef]

67. Wu, X.; Fan, Y.; Feng, J.; Ma, K.; Li, J. Transcriptomic, histological and biochemical analyses of Macrobrachium nipponense response
to acute heat stress. Aquacult. Fish. 2023, in press. [CrossRef]

68. Yan, D.; Long, X.; Zhang, X.; Dong, X.; Wang, Z.; Jiang, H.; An, M.; Chen, J.; Gan, L. Identification and characterization of long
non-coding RNAs in intestinal immune regulation of largemouth bass, Micropterus salmoides, under acute heat stress. Comp.
Biochem. Physiol. Part D Genom. Proteom. 2023, 48, 101132. [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/10.3390/biology8020021
https://doi.org/10.1016/j.aaf.2023.05.007
https://doi.org/10.1016/j.cbd.2023.101132

	Introduction 
	Materials and Methods 
	Animal Materials and Rearing Conditions 
	HS Treatment and Sample Collection 
	RNA Isolation, Library Construction and Illumina Sequencing 
	Transcriptome Assembly and DEG Screening 
	Functional Annotation and Enrichment Analyses 
	Short Time-Series Expression Miner (STEM) and Gene–Gene Interaction (GGI) Analyses 
	RNA Isolation and qRT-PCR Analysis 
	Statistical Analysis 

	Results 
	Overview of Largemouth Bass Transcriptomes 
	Scanning of DEGs in Livers of Largemouth Bass in Response to HS 
	STEM Analysis of HS-Responsive DEGs in Livers of Largemouth Bass 
	Enrichment Analysis of HS-Responsive DEGs in Livers of Largemouth Bass 
	GGI and Expression Analyses of DEGs Involved in ECM-Receptor Interaction Pathway in Largemouth Bass 

	Discussion 
	Conclusions 
	References

