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Abstract: It is widely known that all-female fish production holds economic value for aquaculture.
Sebastes schlegelii, a preeminent economic species, exhibits a sex dimorphism, with females surpassing
males in growth. In this regard, achieving all-female black rockfish production could significantly en-
hance breeding profitability. In this study, we utilized the widely used male sex-regulating hormone,
17α-methyltestosterone (MT) at three different concentrations (20, 40, and 60 ppm), to produce pseu-
domales of S. schlegelii for subsequent all-female offspring breeding. Long-term MT administration
severely inhibits the growth of S. schlegelii, while short term had no significant impact. Histological
analysis confirmed sex reversal at all MT concentrations; however, both medium and higher MT
concentrations impaired testis development. MT also influenced sex steroid hormone levels in pseu-
domales, suppressing E2 while increasing T and 11-KT levels. In addition, a transcriptome analysis
revealed that MT down-regulated ovarian-related genes (cyp19a1a and foxl2) while up-regulating
male-related genes (amh) in pseudomales. Furthermore, MT modulated the TGF-β signaling and
steroid hormone biosynthesis pathways, indicating its crucial role in S. schlegelii sex differentiation.
Therefore, the current study provides a method for achieving sexual reversal using MT in S. schlegelii
and offers an initial insight into the underlying mechanism of sexual reversal in this species.

Keywords: S. schlegelii; 17α-methyltestosterone; gonadal development; sex reversal; sex hormone;
transcriptomics

1. Introduction

Sex differentiation in fish is a complex developmental process influenced by the sex-
determination mechanism, known as genetic sex determination (GSD) and environmental
sex determination (ESD) [1]. Genetic and environmental sex determination (GSD + ESD)
act sometimes in synergy to induce the male and female sex-differentiation process during
the sensitive period of gonadal development [2]. Moreover, the development of gonad pri-
mordium is particularly sensitive to environmental factors, activating genes associated with
sex differentiation and the synthesis of sex hormones, thereby determining the trajectory of
sex differentiation [3,4].
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Sex steroid hormones are considered the major inducers of gonadal sex differentiation
and are also responsible for the maintenance of the differentiated gonad [5]. For instance,
exogenous hormones, such as 4-chlorotestosterone, 17α-methyltestosterone (MT), and
17β-hydroxytrenbolone acetate, are commonly used to induce female androgenesis [6–8].
Conversely, the production of sex reversal toward the female phenotype is achieved with
hormones such as estrone, estradiol, estriol, and diethylstilbesterol [9–11]. To date, MT
is the most commonly used male sex-regulator hormone in a variety of fish [12]. More
specifically, MT can efficiently reverse the biological sex of genetic females, producing XX
males and promoting the development of male secondary sex characteristics [13].

Sebastes schlegelii, commonly known as blackfish or rockfish, inhabits the coastal waters
of China, Korea, and Japan [14]. As a commercially valuable marine fish, its meat quality
and nutrient density attract global attention. Moreover, S. schlegelii exhibits XX/XY sex
determination, showcasing distinct sex dimorphism, with females surpassing males in
growth [15]. In this sense, achieving all-female production could significantly enhance
breeding profitability. Therefore, the current study aimed to induce XX S. schlegelii sex rever-
sal using 17α-methyltestosterone before gonadal differentiation (20–68 days post-birthday).
Further, the effects of MT exposure on mechanisms governing sex differentiation were
investigated through histology, hormone level, and transcriptional expression analysis.

2. Materials and Methods
2.1. Fish Maintenance

Broodfish of S. schlegelii were reared and maintained at Muping Aquaculture Base
(Yantai, Shandong Province) and all procedures were followed by the regulation of the
Institutional Animal Care and Use Committee (IACUC) of the Yellow Sea Fisheries Research
Institute (YSFRI) CAFS (Approval No. 2024010). Prior to steroid treatment, the S. schlegelii
were temporarily reared in a 6 × 6 × 1.2 m nursery tank until reaching 19 days post-birthday
(dpb). Subsequently, the individuals were randomly transferred to 75 L tanks (n = 600)
within a seawater-filtered system under controlled photothermal conditions (18–26 ◦C).

2.2. Experimental Design and Steroid Treatment

Juvenile individuals at 20 dpb (n = 600) were randomly divided into four experimental
groups: the control and three 17α-methyltestosterone (MT) (≥97%, CAS: 58-18-4, Aladdin,
Shanghai, China) treatment groups with desired concentrations, namely low (20 ppm),
medium (40 ppm), and high (60 ppm). For this purpose, MT was dissolved in 95% alcohol,
followed by stock-solution preparation. Subsequently, the solution was sprayed onto the
feed to create MT feed compounds. All MT-treated diets were dried and then stored at 4 ◦C
before feeding. The MT feeding was administered from 20 to 68 dpb stage, and after that,
the feeding of the fish continued on the control diet without the hormone. Three breeding-
environment replicates of each treatment group were set up, and MT concentrations were
based on previous studies [16–18]. After the 140 dpb stage period, body length, total
length, and weight of each individual were measured, and fin, whole-body tissue, and
gonadal tissue samples were collected for subsequent hormone-level analysis histological,
sex determination, and transcriptomic analyses.

2.3. Genetic Sex Determination

To determine fish genotypic sex, fin samples of each animal were first dissected and pre-
served in ethanol. Subsequently, DNA extraction was carried out using the Marine Animal
Tissue Genomic DNA Extraction Kit (TIANGEN, Beijing, China) following the manufac-
turer’s instructions. The DNA concentration and OD260/OD280 ratio were measured by
NanoDrop2000 ultramicro spectrophotometer (Thermo, Waltham, MA, USA). In addition,
DNA integrity was verified through 1.0% agarose electrophoresis. Subsequently, primers
were designed to identify the genetic sex of all the samples (Supplementary Material
Table S1) [15].
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2.4. Histology

In order to evaluate the influence of MT exposure during the gonadal differentiation of
S. schlegelii, first, the sex of each individual was determined through PCR. And, histological
analysis was performed on S. schlegelii gonads at 140 dpb (n = 10–15/per group) for
both the control group (XX and XY) and those subjected to MT treatments (XX) (20 ppm,
40 ppm, and 60 ppm). Briefly, the gonads were first collected and fixed overnight in 4%
paraformaldehyde (Solarbio, Beijing, China). Posteriorly, the samples were dehydrated
in alcohol (Sinopharm, Beijing, China) and xylene (BaSO) and embedded in paraffin wax
(Leica, Wetzlar, LLH, Germany). Then, histological sections of 3 µm thickness were obtained
and stained with hematoxylin (BaSO) and eosin (Sinopharm) for observation of general
cellular structures under a microscope.

2.5. Sex Steroid Hormone Levels Following MT Exposure

In order to evaluate the influence of MT exposure during the sex differentiation of
S. schlegelii, the levels of 17β-estradiol (E2), testosterone (T), and 11-keto testosterone
(11-KT) were assessed using an enzyme-linked immunoassay (Competitive ELISA kit)
(Standard, Qingdao, China). First, the sex of each individual was determined through
PCR, and subsequent whole-body tissue homogenates of females, males, and pseudomales
(MT 20 ppm) were conducted as described by [19]. The samples (n = 3/per group) were
analyzed in duplicate, and the hormone levels were determined based on a standard curve.

2.6. RNA Extraction and cDNA Library Construction

Gonads from females, males, and pseudomales (MT 20 ppm) at 140 dpb stage
(n = 3/per group) were collected and preserved in liquid nitrogen, followed by storage
at −80 ◦C. Thereafter, total RNA extraction from the tissue samples was carried out us-
ing the Trizol method (Invitrogen, Carlsbad, CA, USA). The RNA concentration and
OD260/OD280 ratio were determined using a NanoDrop2000 ultramicro spectrophotome-
ter (Thermo Fisher Scientific, Waltham, MA, USA) for accurate detection of RNA integrity.
Subsequently, qualified RNA samples were selected for the enrichment of mRNA and the
construction of the cDNA library.

2.7. Transcriptome Sequencing and Data Analysis

The constructed libraries were initially quantified using a Qubit2.0 Fluorometer (In-
vitrogen); then, an Agilent 2100 bioanalyzer (Agilent, Santa Clara, CA, USA) was used
to detect the insert size of the library. After passing the quality inspection, the machine
sequencing was analyzed on the Illumina sequencing platform. The raw reads were pro-
cessed for the removal of adapters and low-quality reads using FastQC [20]. The clean
reads were mapped to the S. schlegelii genome (GCA014673565.1) using HISAT2 V2.0.5 [21].
FeatureCounts (1.5.0-p3) has been used to calculate the readings mapped to each gene [22],
calculate fragments per kilobase million (FPKM) of each gene based on its length, and cal-
culate the readings mapped to that gene. DESeq2 software (1.20.0) was used for differential
expression analysis to screen differential expression genes (DEGs) [23]. The unigenes with
p-adj < 0.05 and |log2(fold-change)| ≥ 1 were identified as significant DEGs. Gene ontol-
ogy (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment
analysis of differential genes were performed by clusterProfiler (3.8.1) [24].

2.8. Primer Synthesis and qRT-PCR Validation

Differentially expressed genes (DEGs) identified in the transcriptome analysis were
chosen and subsequently validated through qRT-PCR. For this purpose, primers were
designed using Primer Premier 5.0 software [25], and synthesized by Qingdao Ruibo
Biotechnology Co., Ltd., Qingdao, China (Supplementary Material Table S1), primers
reference [19,26,27]. The QuantiNova SYBR Green PCR Kit (Qiagen, Dusseldorf, NRW,
Germany) was used for the qRT-PCR experiments. The qRT-PCR reaction was 10 µL,
containing 2 × SYBR Green PCR Master Mix 5 µL, water 3.2 µL, cDNA 1 µL, and primer
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0.4 µL. Cycles consisted of 95 ◦C for 2 min, followed by 40 cycles of 95 ◦C for 5 s and
60 ◦C for 10 s. Melting-curve reaction conditions were 95 ◦C for 15 s, 65 ◦C for 1 min,
+0.11 ◦C/s to 95 ◦C, and 40 ◦C for 10 s, using a LightCycler ® 480 II system (Roche, Basel,
BS, Switzerland). β-actin was used as an internal reference gene and the relative mRNA
levels of the selected genes were determined using the 2−∆∆Ct method.

2.9. Growth and qRT-PCR Statistical Analysis

All data were represented by mean stand error (x ± SEM) and summarized using Mi-
crosoft Excel. Differences between groups were analyzed by One-Way (ANOVA) followed
by Tukey’s multiple range test using Graphpad Prism 8.0.2 software [28]. All differences
were considered statistically significant when p < 0.05.

3. Results
3.1. Effects of MT on the Growth of S. schlegelii

In the present study, we first analyzed the effects of different doses of 17α-methyltestos
terone (MT) (20, 40, and 60 ppm) on the growth of S. schlegelii (Figure 1A). The results
indicated that long-term administration of MT (70 dpb) significantly inhibits the growth
of S. schlegelii, persisting until 72 days after withdrawal (140 dpb), whereas short-term
exposure to low and medium MT concentrations (35 dpb) showed no discernible effect on
growth (Figure 1A–C). At 70 and 140 dpb of development, significant decreases in body
and total lengths of juvenile fish were observed in all MT concentrations compared to the
control (Figure 1A,B). Similarly, a decreasing pattern was also observed in juvenile weight
analyses at both 70 and 140 dpb stages (Figure 1C). Moreover, when analyzing the length,
total length, and weight of the control animals, a significant increase in all parameters was
observed across all development stages, with particularly pronounced growth at 140 dpb
compared to the other groups.
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Figure 1. Growth of S. schlegelii exposed to 17α-methyltestosterone treatment and control group at
20, 35, 70, and 140 dpb stages. (A) Body length, (B) total body length, and (C) weight of S. schlegelii.
Different letters indicate significant differences among groups (p < 0.05). Low: 20 ppm of MT, medium:
40 ppm of MT, high: 60 ppm of MT.
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3.2. Effects of MT on Gonad Differentiation and Development of S. schlegelii

Histological results showed that the control females (XX) developed a typical ovarian
cavity structure (Figure 2A). At the cytological level, oogonia and oocytes at the perinucleo-
lus stage were observed (Figure 2B). The control males (XY) exhibited a fissure structure
(Figure 2C), while melanocytes and spermatogonia were also observed. Spermatogo-
nia were located within cysts (Figure 2D). In contrast, all females (XX) treated with MT
displayed female-to-male sex reversal (pseudomales). However, as MT treatment con-
centrations increased, a certain proportion of abnormal testicles developed in the genetic
females (Figure 2E), though the overall structure resembled that of the testicle. Curiously,
a bubble-like structure was observed, which was only observed in the middle and high
concentrations of the MT treatment (40 and 60 ppm) (Figure 2F).
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Figure 2. Histological changes in gonads of S. schlegelii in 140 dpb. (A) control ovary,
scale bars = 200 µm; (B) control ovary, scale bars = 50 µm; (C) control testis, scale bars = 200 µm;
(D) control testis, scale bars = 50 µm; (E) abnormal testis (MT 40 ppm), scale bars = 200 µm;
(F) abnormal testis (MT 40 ppm), scale bars = 50 µm. OC: ovarian cavity; O: oogonia; P: oocyte
at the perinucleolus stage; F: fissure structure; C: cysts; M: melanophore; SG: spermatogonia;
B: bubble-like structure.

Histological assessment of the gonads revealed that male and female control individu-
als developed typical testicles and ovaries (Table 1). In contrast, treatments with MT at low
(20 ppm), medium (40 ppm), and high (60 ppm) concentrations resulted in 100% sex rever-
sal in all groups, alongside the development of normal testicles in female (XX) individuals
at rates of 100%, 92.9%, and 81.8%, respectively. Furthermore, the percentage of abnormal
testicular development showed a gradual increase corresponding to the concentration of
MT. In conclusion, the low-concentration group exhibited the most effective treatment, and
females (XX) from this group were used as pseudomale subjects for subsequent analysis.
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Table 1. The development of S. schlegelii gonads.

Treatment
/Genetic Sex Sample/n Ovary

/Proportion 1
Normal Testis
/Proportion 2

Abnormal Testis
/Proportion 3

control/♀ 15 15/100.0% / /
control/♂ 12 / 12/100.0% /

low/♀ 12 / 12/100.0% /
medium/♀ 14 / 13/92.9% 1/7.1%

high/♀ 11 / 9/81.8% 2/18.2%
♀: XX female. ♂: XY male. 1 Ovary/proportion: Number of samples with typical ovarian structure and its
proportion within the group. 2 Normal testis/proportion: Number of samples with typical testis structure and its
proportion within the group. 3 Abnormal testis/proportion: number of samples with typical testis structure and
its proportion within the group.

3.3. Analysis of Sex Steroid Hormone Levels

In order to explore the mechanism of sex reversal of the pseudomale in the low-
concentration group, we additionally analyzed the sex steroid levels in pseudomales
subjected to low-concentration MT treatment, comparing them to those of normal females
and males.

The findings revealed a significant impact of low-concentration MT treatment on the
levels of E2, T, and 11-KT in both female and male individuals, as well as pseudomales
(Figure 3A–C). In detail, females displayed significantly higher E2 levels than males at
both the 35 and 70 dpb stages, while males and pseudomales showed a decrease in E2
levels (Figure 3A). At 140 dpb, only pseudomales showed significant differences compared
to females (Figure 3A). Regarding T levels, males at 70 dpb and pseudomales at 140 dpb
exhibited elevated T levels when contrasted with females (Figure 3B). Moreover, elevated
levels of 11-KT were noted in males at 140 dpb and in pseudomales at both the 35 and
140 dpb stages (Figure 3C). In summary, our results indicate that MT had a significant effect
on sex steroid hormone levels in pseudomales, suppressing E2 levels while increasing T
and 11-KT levels.
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Figure 3. Effects of 17α-methyltestosterone (low-dose 20 ppm) on sex steroid hormones in S. schlegelii
during sex differentiation stages (A) E2 levels (B) T levels, and (C) 11-KT levels. Asterisks denote
statistically significant differences (* p < 0.05; ** p < 0.01; *** p < 0.001).
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3.4. Transcriptome Sequencing Output and Data Quality Control

Transcriptome sequencing was conducted on gonad samples from females, males, and
pseudomales, followed by a quality assessment. In the current study, a total of 57.69 Gb
of clean data were generated from 60.43 Gb of raw data. After filtering, the Q20 and
Q30 data were above 97.81 and 94.21%, respectively, and the total average of the GC base
was 50.53% for females, 48.96% for males, and 48.65% for pseudomales (Supplementary
Material Table S2). These results indicate the high quality of sequencing data, establishing
its suitability for subsequent analysis.

Based on the FPKM values of all genes in females, males, and pseudomales, a PCA
analysis was conducted. The PCA analysis revealed that the three experimental groups
were distinctly differentiated, indicating that this data could be used for subsequent analysis
(Figure 4A). In addition, the PCA results indicate a clear distinction between females and
males, with pseudomales showing a greater overall similarity to males.
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According to the differentially expressed gene analysis, 9819 DEGs were identified
in males compared to females, with 4683 being up-regulated and 5136 down-regulated
(Figure 4B). Regarding the 13,436 DEGS identified between pseudomales and females, 5874
were up-regulated and 7562 were down-regulated (Figure 4C). Furthermore, only 481 DEGs
in pseudomales compared to males were identified, 155 of which were up-regulated and
326 down-regulated (Figure 4D). According to the results of the DEGs pairwise comparison
between females, males, and pseudomales, the pseudomales showed an mRNA expression
pattern more resembling males than females. To further screen the sex-regulating DEGs, a
Venn analysis was performed between all groups (Figure 4E).

Our results identified 4634 DEGs between pseudomales and females (exclude those
shared by males), and 1017 DEGs in males compared to females (exclude those shared by
pseudomales). Moreover, 8802 DEGs were shared among all groups analyzed.

3.5. Functional Enrichment of DEGs

To further explore the biological mechanism functions of MT-induced sex reversal in
S. schlegelii, 8802 shared DEGs anteriorly identified through Venn analysis were further
screened. Among them, 4067 and 4732 DEGs were co-up-regulated and co-down-regulated
in pseudomales and males, respectively, compared with females. Then, these co-up-
regulated (co-up) and co-down-regulated (co-down) DEGs were enriched by GO and
KEGG analysis.

GO analysis showed that 867 and 996 DEGs were successfully annotated in co-up and
co-down, respectively (Supplementary Material Figure S1A,B). In co-up DEGs, the biologi-
cal process (BP) functions most enriched were small GTPase-mediated signal transduction,
regulation of signal transduction, and regulation of cell communication. Regarding the
cellular components (CC) identified, ribosomes, ribonucleoprotein complexes, and extra-
cellular matrix were the most enriched. Further, structural molecule activity, structural
constituents of ribosomes, and transmembrane receptor protein kinase activity were the
GO terms observed in molecular function (MF) (Supplementary Material Figure S1A). In
co-down DEGs, the functions related to BP include RNA processing, ncRNA metabolic pro-
cess, and cellular response to DNA damage stimulation. In the CC, non-nuclear portions,
membrane-enclosed lumen, and organelle lumen were identified, and catalytic activities,
acting on RNA, RNA binding, and nucleotidyltransferase activity were observed in molec-
ular function (MF) (Supplementary Material Figure S1B). It is noteworthy that the GO term
related to cell cycle and meiosis were also enriched in co-down (Supplementary Material
Table S3).

Based on the KEGG database, 148 and 159 pathways were enriched in co-up and
co-down, respectively (Figure 5A,B). In the KEGG enrichment analysis, co-up DEGs were
mainly involved in the ribosome, focal adhesion, ECM–receptor interaction, and regulation
of the actin cytoskeleton. Moreover, pathways involved in sex differentiation, such as
TGF-β signaling and steroid hormone biosynthesis, were also identified (Figure 5A). We
also find co-down pathways mainly involved with nucleocytoplasmic transport, cell cycle,
nucleotide excision repair, ribosome biogenesis in eukaryotes, and DNA replication. In
addition, some pathways related to oocyte differentiation, such as oocyte meiosis and
progesterone-mediated oocyte maturation, were also identified (Figure 5B).

Five sex-related DEGs were selected and validated using qRT-PCR to confirm the
accuracy and reliability of the RNA-Seq data. The relative expression levels of amh, sox9,
cyp19a1a, foxl2, and vasa obtained from qRT-PCR were consistent with the RNA-Seq results
(Figure 5C–G). The results showed that male-related genes (amh and sox9) were highly
expressed in males (Figure 5C,D). Ovarian-differentiation genes (cyp19a1a and foxl2) were
highly expressed in females. MT significantly inhibited the cyp19a1a and foxl2 expression
levels in pseudomales (Figure 5E,F). Further, the germ cell marker (vasa) showed high
mRNA expression in females in relation to the other groups (Figure 5G). In summary, the
pseudomales showed a pattern of mRNA expression more resembling males than females.
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Figure 5. KEGG enrichment analysis of up-regulated (co-up) and downregulated (co-down) DEGs
followed by RT-qPCR validation. (A) KEGG of DEGs co-up by pseudomale vs. female and male vs.
female. (B) KEGG of DEGs co-down by pseudomale vs. female and male vs. female. Enrichment
according to p-value < 0.05 threshold values. (C–G) Validation of RNA-seq results by qRT-PCR
using 5 selected DEGs. Enrichment according to p-value < 0.05 threshold values. Asterisks indicated
statistically significant differences (* p-adj < 0.05; ** p-adj < 0.01; *** p-adj < 0.001; * p < 0.05; ** p < 0.01;
*** p < 0.001).

4. Discussion

Recent studies have confirmed that MT not only induces sexual reversal in phenotypic
females but rather exerts specific influences on the growth and development of juvenile
fish [13]. For example, high concentrations of MT lead to a significant growth delay and
adverse effects on gonad development in Nibea albiflora [29]. Moreover, the exposure of
Oreochromis spilurus to MT results in severe growth inhibition at high concentrations, while
low concentrations actively promote growth [30]. Consistent with these observations,
our findings demonstrated that higher MT concentration at 35 dpb positively influences
juvenile fish growth. Nevertheless, as the treatment duration extended, the growth rates
in each concentration group significantly decreased in comparison to the control group.
In addition, when comparing the body length, total length, and body weight of juvenile
fish at 70 and 140 dpb, no significant differences were observed between different MT
concentration groups; however, a decrease in growth parameters was observed in relation
to the control. In summary, our results confirm that MT short-term exposure until 35 dpb
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can promote the growth of S. schlegelii juvenile fish; however, long-term treatment until
140 dpb significantly inhibits S. schlegelii juvenile growth.

In fish species, sex steroid hormones play an important role during the sensitive
period of sex differentiation [5]. Several studies have confirmed that artificial hormone
exposure in N. albiflora influences the expression of sex differentiation genes, consequently
affecting gonad differentiation. Specifically, the treatment with MT up-regulates the ex-
pression of dmrt1, an important gene related to male sex differentiation, thereby inducing
XX female-to-male sex reversal in N. albiflora [29]. It is widely known that the difficulty of
hormone-induced sex reversal in juvenile fish lies in the control of treatment exposure and
concentration. Prolonged treatment periods or high concentrations might, consequently,
disrupt normal gonadal development, potentially leading to impaired gonadal matura-
tion [29,31]. For example, induction of high E2 concentrations inhibits the expression of
vldr and fshr genes in Takifugu rufugu, resulting in the inhibition of oocyte growth and
division, thereby reducing the number of oocytes [31]. Additionally, prolonged exposure to
E2 led to abnormal development in the ovaries of Oryzias latipes pseudofemales [32]. These
findings suggest that regardless of the hormone used for inducing fish sex reversal, both
the concentration and timing need to be carefully controlled. The current study showed
that three doses of MT treatment successfully induced sex reversal in S. schlegelii juvenile
fish, resulting in the development of testicles in XX individuals. Nevertheless, medium and
high concentrations promote severe alterations in testis development, such as abnormal
testicular development. In summary, the results show that the treatment effect in the
low-concentration group (20 ppm) is the best concentration in this experiment, and future
studies should adjust the treatment time and concentration according to the conclusion.

E2, T, and 11-KT are the most typical sex steroid hormones in fish, playing crucial
roles in sex differentiation, gonad development, and reproduction. The interplay among
these hormones, with T being aromatized into E2 under aromatase action and synthesizing
11-KT, establishes a mutual regulatory mechanism during the critical period of gonadal
differentiation [33]. To date, researchers currently propose three mechanisms for inducing
sexual reversal in female fish through MT. One of these mechanisms involves direct action
on the gonad or hypothalamic–pituitary axis, influencing female androgen levels through
feedback regulation, thus controlling the proliferation and differentiation of primordial
germ cells [13]. Another mechanism involves reducing E2 levels by suppressing aromatase
mRNA expression in juvenile fish, thus affecting ovary formation and achieving sex rever-
sal [34]. Moreover, some studies suggest that MT primarily acts on the gonads, achieving
sex reversal by regulating T levels. For example, a significant increase in T levels was found
in Siniperca chuatsi, possibly attributed to MT inhibiting the conversion of T to E2 [35].
However, studies in Gadus morhua have shown that MT treatment does not significantly
affect T levels [36]. Meanwhile, other research suggests that 11-KT is the most effective
androgen in fish gonad development [37]. In a study of the Pacific halibut Hippoglossus
stenolepis, 11-KT levels were significantly higher than T levels at all stages of testicular
development [38]. Hence, regardless of the specific regulatory pathway through which
MT induces sex reversal, the levels of E2, T, and 11-KT play pivotal roles in testicular
development. Furthermore, in S. schlegelii, studies have shown that ovarian and testicular
differentiation typically occurs around 35 dpb and 70 dpb, with the formation of the ovarian
lumen and vas deferens, respectively [19]. Moreover, our study showed that, at 140 dpb,
female germ cells have differentiated oocytes at the perinucleolus stage. In this study, it
was found that E2 levels in females increased before 35 dpb and then gradually decreased,
indicating a correlation between the increase in E2 levels and ovarian differentiation. Re-
garding male hormone levels, there was a gradual decrease in T levels before 35 dpb,
followed by an increase in the 70 dpb stage, indicating that increased T levels could be
associated with the promotion of testis differentiation. Furthermore, 11-KT levels in males
consistently increased throughout the differentiation periods, reaching the highest level at
140 dpb, possibly due to delayed conversion of T to 11-KT levels. By comparing females,
males, and pseudomales, it can be observed that, under the influence of MT, the E2 levels
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of pseudomales were significantly lower than those of normal females at 35 dpb. Thus,
MT significantly inhibited E2 levels in females, inhibiting gonad development towards
the ovary during rapid ovary differentiation. This result is consistent with the observed
development of pseudomales induced by MT in Paralichthys olivaceus [34]. Moreover, pseu-
domales and males displayed elevated levels of T and 11-KT compared to females along
the sex differentiation periods. Concerning 11-KT levels, our findings suggest that 11-KT
levels are sensitive to MT treatment, and this may be due to the hypothalamic–pituitary
axis effect, which enhances the conversion of T into 11-KT in fish, leading to increased
11-KT content through feedback regulation.

Despite the widespread application of hormones for sex control in diverse fish species,
the molecular mechanism underlying the sex reversal of XX S. schlegelii remains poorly
understood. Hence, to further explore the biological mechanism of MT-induced sex reversal
in S. schlegelii, a transcriptome analysis was performed in pseudomales, normal females,
and normal males exposed to low-dose MT.

We first performed a Venn analysis, and the 4634 DEGs in pseudomale vs. female
may be mainly related to the abnormal testicular development of pseudomales caused by
MT. The 1017 DEGs in male vs. female may be mainly involved in testicular and ovarian
differentiation. The 8802 DEGs shared by pseudomale vs. female and male vs. female may
explain the sex reversal in females, which will be the focus of further research. In this study,
male-related genes (amh and sox9) were highly expressed in males; MT up-regulates the
expression of amh in pseudomales. In agreement with these results, the enrichment analysis
indicated that sex reversal in S. schlegelii may be closely related to the TGF-β signaling
pathway and steroid hormone biosynthesis. As a representative member of the TGF-β
signaling pathway, amh plays a key role in germ-cell proliferation, spermatogenesis, and
male sex determination in fish [39–43]. In addition, amh shows a typical sex dimorphism in
most fish, with a significantly higher expression in the testis than in the ovaries, compatible
with a role in fish gonad differentiation and male gonad maintenance [44]. Further, it has
been found that E2 treatment significantly inhibits amh expression of Odontesthes bonariensis,
leading to the suppression of division and differentiation of testicular germ cells, and
ultimately resulting in testicular degeneration [45]. Moreover, in Danio rerio studies, MT
significantly up-regulates amh expression, accelerating gonad androgynism [46]. As the
upstream regulator of amh, sox9 also plays an important role in testis differentiation, and
their expression is known to be positively correlated [47]. Similarly, in the current study, the
expression levels of amh and sox9 in females, males, and pseudomales followed the same
trend at 140 dpb, with pseudomales and females showing significantly lower expression
than males. Although MT did not affect the expression of sox9, amh expression was higher
in pseudomales than in females. This result suggests that MT has a certain effect on the
amh–sox9 pathway, mainly acting on amh regulation.

Steroid hormone biosynthesis extensively regulates the level of sex hormones in fish,
and, therefore, it is crucial in the process of sex differentiation [48]. Aromatase is a member
of the cytochrome P450 family that converts androgens into estrogen [49]. Ovoviviparous
fish have two aromatase genes, such as cyp19a1a and cyp19a1b, with cyp19a1a potentially
influencing the trajectory of gonadal differentiation through the regulation of E2 levels [50].
In the current study, the expression levels of cyp19a1a showed a typical sex dimorphism,
with a higher expression in the ovaries compared to the testis, as commonly observed in
most fish species [26]. It is found that foxl2 is involved in the transcriptional regulation of
cyp19a1a. Therefore, during the early stages of gonad development, foxl2 also influences
ovary development and function in vertebrates [51,52]. Moreover, our study showed
that cyp19a1a and foxl2 were downregulated in males and pseudomales, consistent with
another study of Scophthalmus maximus [53]. MT treatment significantly inhibited the
expression levels of cyp19a1a and foxl2 in pseudomales. In this sense, these findings suggest
a correlation between sex-related genes and steroid hormones in MT-treated pseudomales,
modulating the sexual differentiation of S. schlegelii. This is evidenced by the decrease in
both the E2 levels and mRNA of cyp19a1a and foxl2 and an increase in T and 11-KT levels.
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Our study also analyzed vasa gene expression, mainly involved in the migration
and differentiation of primordium germ cells in vertebrates, including in teleost [54–56].
In males, vasa expression was significantly lower than in females at 140 dpb, aligning
with histological observations, indicating a period of accelerated ovarian development in
females. In addition, MT significantly down-regulates vasa expression in pseudomales,
showing a pattern of mRNA expression more resembling males than females. Furthermore,
these findings might be associated with the down-regulation of pathways related to the
meiotic cell cycle, oocyte meiosis, and maturation, as indicated by transcriptome analysis.

5. Conclusions

In the current study, the administration of the lowest MT dose (20 ppm) resulted in
a complete sexual reversal of XX S. schlegelii, yielding pseudomales with 100% efficacy.
This sex reversal was accompanied by the inhibition of E2 and an elevation in T and 11-KT
levels. Through gonadal transcriptomic analysis, pseudomales exhibited gene-expression
patterns more closely resembling males than females. In addition, the TGF-β signaling
pathway and steroid hormone biosynthesis were identified as pivotal players in the S.
schlegelii sex reversal process. Therefore, this study not only outlines a new method for
achieving S. schlegelii female-to-male sex reversal but also provides initial insights into
sexual reversal regulation in this species.
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www.mdpi.com/article/10.3390/genes15050605/s1, Table S1: Primers used in this study; Table S2:
Sequencing data statistics; Table S3: GO term related to cell cycle and meiosis enriched by co-down-
regulated DEGs; Figure S1: GO enrichment analysis of up-regulated (co-up) and down-regulated
(co-down) DEGs followed. (A) GO of DEGs co-up by pseudomale vs. female and male vs. female.
(B) GO of DEGs co-down by pseudomale vs. female and male vs. female.

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

Funding: This research was funded by the National Key Research and Development Program of
China (2022YFD2400100), the Central Public-interest Scientific Institution Basal Research Fund, YSFRI,
CAFS (NO. 20603022023008), the Central Public-interest Scientific Institution Basal Research Fund,
CAFS (NO. 2023XT0203), the Taishan Scholars Program (NO. tstp20221149) to C.S., the National Ten-
Thousands Talents Special Support Program to C.S., the Central Public-interest Scientific Institution
Basal Research Fund, CAFS (grant number 2023TD19), and the Improvement of Aquaculture Seed
Industry Program of Yantai (2023).

Institutional Review Board Statement: The animal study protocol was approved by the Institutional
Animal Care and Use Committee (IACUC) of the Yellow Sea Fisheries Research Institute (CAFS)
(Qingdao, China) (Approval No.: YSFRI-2024010).

Informed Consent Statement: Not applicable.

Data Availability Statement: Data are contained within the article. RNA-seq data are submitted in
NCBI (BioProject: PRJNA1085477).

Acknowledgments: In this experiment, I would like to thank all the members of the Genome
Department of Yellow Sea Fisheries Research Institute for their advice on theoretical knowledge and
help in sample collection, and the staff of Yantai Jinghai Marine Fisheries Company for their help in
breeding technology.

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

https://www.mdpi.com/article/10.3390/genes15050605/s1
https://www.mdpi.com/article/10.3390/genes15050605/s1


Genes 2024, 15, 605 13 of 15

References
1. Bachtrog, D.; Mank, J.E.; Peichel, C.L.; Kirkpatrick, M.; Otto, S.P.; Ashman, T.-L.; Hahn, M.W.; Kitano, J.; Mayrose, I.; Ming, R. Sex

determination: Why so many ways of doing it? PLoS Biol. 2014, 12, e1001899. [CrossRef]
2. Graves, J.A.M. Weird animal genomes and the evolution of vertebrate sex and sex chromosomes. Annu. Rev. Genet. 2008, 42,

565–586. [CrossRef] [PubMed]
3. Kobayashi, Y.; Nagahama, Y.; Nakamura, M. Diversity and plasticity of sex determination and differentiation in fishes. Sex. Dev.

2012, 7, 115–125. [CrossRef]
4. Shen, Z.-G.; Wang, H.-P. Molecular players involved in temperature-dependent sex determination and sex differentiation in

teleost fish. Genet. Sel. Evol. 2014, 46, 26. [CrossRef]
5. Devlin, R.H.; Nagahama, Y. Sex determination and sex differentiation in fish: An overview of genetic, physiological, and

environmental influences. Aquaculture 2002, 208, 191–364.
6. Zhu, Q.; Han, C.; Liu, S.; Ouyang, H.; Liu, D.; Zhang, Z.; Huang, J.; Han, L.; Li, S.; Li, G. Development and gene expression

analysis of gonad during 17α-methyltestosterone-induced sex reversal in mandarin fish (Siniperca chuatsi). Aquac. Rep. 2022, 23,
101049. [CrossRef]

7. Arslan, T.; Phelps, R.P. Production of monosex male black crappie, Pomoxis nigromaculatus, populations by multiple androgen
immersion. Aquaculture 2004, 234, 561–573. [CrossRef]

8. Sayed, A.E.-D.; Farrag, M.; Abdelaty, B.; Toutou, M.; Muhammad, O. Histological alterations in some organs of monosex tilapia
(Oreochromis niloticus, Linnaeus, 1758) produced using methyltestosterone. Egypt. J. Aquat. Biol. Fish. 2018, 22, 141–151. [CrossRef]

9. Yamazaki, F. Sex control and manipulation in fish. Aquaculture 1983, 33, 329–354. [CrossRef]
10. Li, M.; Sun, L.; Wang, D. Roles of estrogens in fish sexual plasticity and sex differentiation. Gen. Comp. Endocrinol. 2019, 277, 9–16.

[CrossRef]
11. Yamamoto, T.-O. Estriol-induced XY females of the medaka (Oryzias latipes) and their progenies. Gen. Comp. Endocrinol. 1965, 5,

527–533. [CrossRef]
12. Beardmore, J.A.; Mair, G.C.; Lewis, R. Monosex male production in finfish as exemplified by tilapia: Applications, problems, and

prospects. Aquaculture 2001, 197, 283–301. [CrossRef]
13. Wheeler, J.R.; Segner, H.; Weltje, L.; Hutchinson, T.H. Interpretation of sexual secondary characteristics (SSCs) in regulatory

testing for endocrine activity in fish. Chemosphere 2020, 240, 124943. [CrossRef]
14. Oh, S.-Y.; Noh, C.H.; Kang, R.-S.; Kim, C.-K.; Cho, S.H.; Jo, J.-Y. Compensatory growth and body composition of juvenile black

rockfish Sebastes schlegeli following feed deprivation. Fish. Sci. 2008, 74, 846–852. [CrossRef]
15. Song, W.; Xie, Y.; Sun, M.; Li, X.; Fitzpatrick, C.K.; Vaux, F.; O’Malley, K.G.; Zhang, Q.; Qi, J.; He, Y. A duplicated amh is the master

sex-determining gene for sebastes rockfish in the Northwest Pacific. Open Biol. 2021, 11, 210063. [CrossRef] [PubMed]
16. Othman, R.; Ron, X.-J.; Yao, H.; O’Bryant, P.; Rapp, D.; Pei, J.-C.; Wu, H.-J.; Wang, H.-P. The effect of methyltestosterone (MT) on

sex differentiation and growth in juvenile yellow perch (Perca flavescens). Fish Physiol. Biochem. 2022, 48, 161–171. [CrossRef]
[PubMed]

17. Hoon, L.C.; Kn, Y.I.; Don, L.Y. Effects of sex steroid hormones and high temperature on sex differentiation in black rockfish,
Sebastes schlegeli. J. Korean Fish. Soc. 2000, 33, 373–377.

18. Wang, Q.; Huang, M.; Peng, C.; Wang, X.; Xiao, L.; Wang, D.; Chen, J.; Zhao, H.; Zhang, H.; Li, S. MT-feeding-induced
impermanent sex reversal in the orange-spotted grouper during sex differentiation. Int. J. Mol. Sci. 2018, 19, 2828. [CrossRef]
[PubMed]

19. Wang, X.; Zhang, S.; Li, J.; Wen, H.; Lv, L. Studies on histology and gene expression pattern of primitive gonadal differentiation
and sex hormone level of black rockfish Sebastes schlegeli (in chinese). J. Ocean. Univ. China 2019, 49, 008–020.

20. Brown, J.; Pirrung, M.; McCue, L.A. FQC Dashboard: Integrates FastQC results into a web-based, interactive, and extensible
FASTQ quality control tool. Bioinformatics 2017, 33, 3137–3139. [CrossRef]

21. Kim, D.; Paggi, J.M.; Park, C.; Bennett, C.; Salzberg, S.L. Graph-based genome alignment and genotyping with HISAT2 and
HISAT-genotype. Nat. Biotechnol. 2019, 37, 907–915. [CrossRef] [PubMed]

22. Liao, Y.; Smyth, G.K.; Shi, W. featureCounts: An efficient general purpose program for assigning sequence reads to genomic
features. Bioinformatics 2014, 30, 923–930. [CrossRef] [PubMed]

23. 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] [PubMed]

24. Yu, G.; Wang, L.-G.; Han, Y.; He, Q.-Y. clusterProfiler: An R package for comparing biological themes among gene clusters.
OMICS 2012, 16, 284–287. [CrossRef] [PubMed]

25. Lalitha, S. Primer premier 5. BSIR 2000, 1, 270–272. [CrossRef]
26. Kwon, J.Y.; Kim, J. Differential expression of two distinct aromatase genes (cyp19a1a and cyp19a1b) during vitellogenesis and

gestation in the viviparous black rockfish Sebastes schlegelii. Anim. Cells Syst. 2013, 17, 88–98. [CrossRef]
27. Mu, W.J.; Wen, H.S.; Li, J.F.; He, F. Cloning and expression analysis of foxl2 during the reproductive cycle in Korean rockfish,

Sebastes schlegeli. Fish Physiol. Biochem. 2013, 39, 1419–1430. [CrossRef] [PubMed]
28. Swift, M.L. GraphPad prism, data analysis, and scientific graphing. J. Chem. Inf. Comput. Sci. 1997, 37, 411–412. [CrossRef]

https://doi.org/10.1371/journal.pbio.1001899
https://doi.org/10.1146/annurev.genet.42.110807.091714
https://www.ncbi.nlm.nih.gov/pubmed/18983263
https://doi.org/10.1159/000342009
https://doi.org/10.1186/1297-9686-46-26
https://doi.org/10.1016/j.aqrep.2022.101049
https://doi.org/10.1016/j.aquaculture.2003.12.007
https://doi.org/10.21608/ejabf.2018.13272
https://doi.org/10.1016/0044-8486(83)90413-1
https://doi.org/10.1016/j.ygcen.2018.11.015
https://doi.org/10.1016/0016-6480(65)90041-9
https://doi.org/10.1016/S0044-8486(01)00590-7
https://doi.org/10.1016/j.chemosphere.2019.124943
https://doi.org/10.1111/j.1444-2906.2008.01598.x
https://doi.org/10.1098/rsob.210063
https://www.ncbi.nlm.nih.gov/pubmed/34255977
https://doi.org/10.1007/s10695-021-01038-0
https://www.ncbi.nlm.nih.gov/pubmed/35039993
https://doi.org/10.3390/ijms19092828
https://www.ncbi.nlm.nih.gov/pubmed/30235790
https://doi.org/10.1093/bioinformatics/btx373
https://doi.org/10.1038/s41587-019-0201-4
https://www.ncbi.nlm.nih.gov/pubmed/31375807
https://doi.org/10.1093/bioinformatics/btt656
https://www.ncbi.nlm.nih.gov/pubmed/24227677
https://doi.org/10.1186/s13059-014-0550-8
https://www.ncbi.nlm.nih.gov/pubmed/25516281
https://doi.org/10.1089/omi.2011.0118
https://www.ncbi.nlm.nih.gov/pubmed/22455463
https://doi.org/10.1089/152791600459894
https://doi.org/10.1080/19768354.2013.773941
https://doi.org/10.1007/s10695-013-9796-4
https://www.ncbi.nlm.nih.gov/pubmed/23546994
https://doi.org/10.1021/ci960402j


Genes 2024, 15, 605 14 of 15

29. Xu, D.; Yang, F.; Chen, R.; Lou, B.; Zhan, W.; Hayashida, T.; Takeuchi, Y. Production of neo-males from gynogenetic yellow
drum through 17α-methyltestosterone immersion and subsequent application for the establishment of all-female populations.
Aquaculture 2018, 489, 154–161. [CrossRef]

30. Lone, K.; Ridha, M. Sex reversal and growth of Oreochromis spilurus (Günther) in brackish and sea water by feeding 17α-
methyltestosterone. Aquac. Res. 1993, 24, 593–602. [CrossRef]

31. Hu, P.; Liu, S.; Liu, X.; Liu, H.; Liu, S.; Zhuang, Z. The adverse effects of 17β-estradiol immersion during gonadal differentiation
on ovarian development of female Takifugu rubripes. Front. Mar. Sci. 2023, 10, 1131041. [CrossRef]

32. Hirai, N.; Nanba, A.; Koshio, M.; Kondo, T.; Morita, M.; Tatarazako, N. Feminization of Japanese medaka (Oryzias latipes) exposed
to 17β-estradiol: Effect of exposure period on spawning performance in sex-transformed females. Aquat. Toxicol. 2006, 79, 288–295.
[CrossRef]

33. Curzon, A.Y.; Shirak, A.; Ron, M.; Seroussi, E. Master-key regulators of sex determination in fish and other vertebrates—A review.
Int. J. Mol. Sci. 2023, 24, 2468. [CrossRef]

34. Kitano, T.; Takamune, K.; Nagahama, Y.; Abe, S.I. Aromatase inhibitor and 17α-methyltestosterone cause sex-reversal from
genetical females to phenotypic males and suppression of P450 aromatase gene expression in Japanese flounder (Paralichthys
olivaceus). Mol. Reprod. Dev. 2000, 56, 1–5. [CrossRef]

35. Huang, J.; Liu, S.; Ouyang, H.; Han, C.; Li, M.; Han, L.; Li, S.; Li, G.; Lin, H.; Zhang, Y. Production of XX neo-male mandarin fish,
Siniperca chuatsi, after sexual differentiation by oral administration of 17α-methyltestosterone. Water Biol. Secur. 2023, 2, 100095.
[CrossRef]

36. Kortner, T.M.; Arukwe, A. Effects of 17α-methyltestosterone exposure on steroidogenesis and cyclin-B mRNA expression in
previtellogenic oocytes of Atlantic cod (Gadus morhua). Comp. Biochem. Physiol. C 2007, 146, 569–580. [CrossRef] [PubMed]

37. Borg, B. Androgens in teleost fishes. Comp. Biochem. Physiol. C 1994, 109, 219–245. [CrossRef]
38. Weltzien, F.-A.; Taranger, G.L.; Karlsen, Ø.; Norberg, B. Spermatogenesis and related plasma androgen levels in Atlantic halibut

(Hippoglossus hippoglossus L.). Comp. Biochem. Physiol. A 2002, 132, 567–575. [CrossRef]
39. Josso, N.; Di Clemente, N.; Gouédard, L. Anti-Müllerian hormone and its receptors. Mol. Cell. Endocrinol. 2001, 179, 25–32.

[CrossRef]
40. Kamiya, T.; Kai, W.; Tasumi, S.; Oka, A.; Matsunaga, T.; Mizuno, N.; Fujita, M.; Suetake, H.; Suzuki, S.; Hosoya, S. A trans-species

missense SNP in amhr2 is associated with sex determination in the tiger pufferfish, Takifugu rubripes (fugu). PLoS Genet. 2012, 8,
e1002798. [CrossRef]

41. Myosho, T.; Otake, H.; Masuyama, H.; Matsuda, M.; Kuroki, Y.; Fujiyama, A.; Naruse, K.; Hamaguchi, S.; Sakaizumi, M. Tracing
the emergence of a novel sex-determining gene in medaka, Oryzias luzonensis. Genetics 2012, 191, 163–170. [CrossRef]

42. Dranow, D.B.; Hu, K.; Bird, A.M.; Lawry, S.T.; Adams, M.T.; Sanchez, A.; Amatruda, J.F.; Draper, B.W. bmp15 is an oocyte-produced
signal required for maintenance of the adult female sexual phenotype in zebrafish. PLoS Genet. 2016, 12, e1006323. [CrossRef]
[PubMed]

43. Reichwald, K.; Petzold, A.; Koch, P.; Downie, B.R.; Hartmann, N.; Pietsch, S.; Baumgart, M.; Chalopin, D.; Felder, M.; Bens, M.
Insights into sex chromosome evolution and aging from the genome of a short-lived fish. Cell 2015, 163, 1527–1538. [CrossRef]

44. Pfennig, F.; Standke, A.; Gutzeit, H.O. The role of Amh signaling in teleost fish–multiple functions not restricted to the gonads.
Gen. Comp. Endocrinol. 2015, 223, 87–107. [CrossRef] [PubMed]

45. Gárriz, Á.; Del Fresno, P.S.; Miranda, L.A. Exposure to E2 and EE2 environmental concentrations affect different components of
the Brain-pituitary-gonadal axis in pejerrey fish (Odontesthes bonariensis). Ecotoxicol. Environ. Saf. 2017, 144, 45–53. [CrossRef]

46. Lee, S.L.J.; Horsfield, J.A.; Black, M.A.; Rutherford, K.; Fisher, A.; Gemmell, N.J. Histological and transcriptomic effects of
17α-methyltestosterone on zebrafish gonad development. BMC Genom. 2017, 18, 557. [CrossRef] [PubMed]

47. Rodríguez-Marí, A.; Yan, Y.-L.; BreMiller, R.A.; Wilson, C.; Cañestro, C.; Postlethwait, J.H. Characterization and expression
pattern of zebrafish anti-Müllerian hormone (amh) relative to sox9a, sox9b, and cyp19a1a, during gonad development. Gene Expr.
Patterns 2005, 5, 655–667. [CrossRef]

48. Baroiller, J.-F.; Guiguen, Y.; Fostier, A. Endocrine and environmental aspects of sex differentiation in fish. Cell. Mol. Life Sci. 1999,
55, 910–931. [CrossRef]

49. Di Nardo, G.; Zhang, C.; Marcelli, A.G.; Gilardi, G. Molecular and structural evolution of cytochrome P450 aromatase. Int. J. Mol.
Sci. 2021, 22, 631. [CrossRef] [PubMed]

50. Kishida, M.; Callard, G.V. Distinct cytochrome P450 aromatase isoforms in zebrafish (Danio rerio) brain and ovary are differentially
programmed and estrogen regulated during early development. Endocrinology 2001, 142, 740–750. [CrossRef]

51. Yoshiura, Y.; Senthilkumaran, B.; Watanabe, M.; Oba, Y.; Kobayashi, T.; Nagahama, Y. Synergistic expression of Ad4BP/SF-1
and cytochrome P-450 aromatase (ovarian type) in the ovary of Nile tilapia, Oreochromis niloticus, during vitellogenesis suggests
transcriptional interaction. Biol. Reprod. 2003, 68, 1545–1553. [CrossRef] [PubMed]

52. Wang, D.-S.; Kobayashi, T.; Zhou, L.-Y.; Paul-Prasanth, B.; Ijiri, S.; Sakai, F.; Okubo, K.; Morohashi, K.-I.; Nagahama, Y. foxl2
up-regulates aromatase gene transcription in a female-specific manner by binding to the promoter as well as interacting with ad4
binding protein/steroidogenic factor 1. Mol. Endocrinol. 2007, 21, 712–725. [CrossRef] [PubMed]

53. Ribas, L.; Robledo, D.; Gómez-Tato, A.; Viñas, A.; Martínez, P.; Piferrer, F. Comprehensive transcriptomic analysis of the process
of gonadal sex differentiation in the turbot (Scophthalmus maximus). Mol. Cell. Endocrinol. 2016, 422, 132–149. [CrossRef]

https://doi.org/10.1016/j.aquaculture.2018.02.015
https://doi.org/10.1111/j.1365-2109.1993.tb00635.x
https://doi.org/10.3389/fmars.2023.1131041
https://doi.org/10.1016/j.aquatox.2006.06.018
https://doi.org/10.3390/ijms24032468
https://doi.org/10.1002/(SICI)1098-2795(200005)56:1%3C1::AID-MRD1%3E3.0.CO;2-3
https://doi.org/10.1016/j.watbs.2022.100095
https://doi.org/10.1016/j.cbpc.2007.07.001
https://www.ncbi.nlm.nih.gov/pubmed/17707136
https://doi.org/10.1016/0742-8413(94)00063-G
https://doi.org/10.1016/S1095-6433(02)00092-2
https://doi.org/10.1016/S0303-7207(01)00467-1
https://doi.org/10.1371/journal.pgen.1002798
https://doi.org/10.1534/genetics.111.137497
https://doi.org/10.1371/journal.pgen.1006323
https://www.ncbi.nlm.nih.gov/pubmed/27642754
https://doi.org/10.1016/j.cell.2015.10.071
https://doi.org/10.1016/j.ygcen.2015.09.025
https://www.ncbi.nlm.nih.gov/pubmed/26428616
https://doi.org/10.1016/j.ecoenv.2017.06.002
https://doi.org/10.1186/s12864-017-3915-z
https://www.ncbi.nlm.nih.gov/pubmed/28738802
https://doi.org/10.1016/j.modgep.2005.02.008
https://doi.org/10.1007/s000180050344
https://doi.org/10.3390/ijms22020631
https://www.ncbi.nlm.nih.gov/pubmed/33435208
https://doi.org/10.1210/endo.142.2.7928
https://doi.org/10.1095/biolreprod.102.010843
https://www.ncbi.nlm.nih.gov/pubmed/12606465
https://doi.org/10.1210/me.2006-0248
https://www.ncbi.nlm.nih.gov/pubmed/17192407
https://doi.org/10.1016/j.mce.2015.11.006


Genes 2024, 15, 605 15 of 15

54. Úbeda-Manzanaro, M.; Rebordinos, L.; Sarasquete, C. Cloning and characterization of vasa gene expression pattern in adults of
the Lusitanian toadfish Halobatrachus didactylus. Aquat. Biol. 2014, 21, 37–46. [CrossRef]

55. Li, M.; Hong, N.; Xu, H.; Yi, M.; Li, C.; Gui, J.; Hong, Y. Medaka vasa is required for migration but not survival of primordial germ
cells. Mech Dev. 2009, 126, 366–381. [CrossRef] [PubMed]

56. Qu, L.; Wu, X.; Liu, M.; Zhong, C.; Xu, H.; Li, S.; Lin, H.; Liu, X. Identification and characterization of germ cell genes vasa and
dazl in a protogynous hermaphrodite fish, orange-spotted grouper (Epinephelus coioides). Gene Expr. Patterns 2020, 35, 119095.
[CrossRef] [PubMed]

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/10.3354/ab00565
https://doi.org/10.1016/j.mod.2009.02.004
https://www.ncbi.nlm.nih.gov/pubmed/19249358
https://doi.org/10.1016/j.gep.2020.119095
https://www.ncbi.nlm.nih.gov/pubmed/32006674

	Introduction 
	Materials and Methods 
	Fish Maintenance 
	Experimental Design and Steroid Treatment 
	Genetic Sex Determination 
	Histology 
	Sex Steroid Hormone Levels Following MT Exposure 
	RNA Extraction and cDNA Library Construction 
	Transcriptome Sequencing and Data Analysis 
	Primer Synthesis and qRT-PCR Validation 
	Growth and qRT-PCR Statistical Analysis 

	Results 
	Effects of MT on the Growth of S. schlegelii 
	Effects of MT on Gonad Differentiation and Development of S. schlegelii 
	Analysis of Sex Steroid Hormone Levels 
	Transcriptome Sequencing Output and Data Quality Control 
	Functional Enrichment of DEGs 

	Discussion 
	Conclusions 
	References

