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Simple Summary: To achieve optimal growth performance and improved fertility in animals living
on high plateaus, it is important to understand how high-altitude stress reduces fertility in females.
This study analyzed the transcriptome dynamics of Tibetan sheep ovaries under high-altitude
stress. High-altitude stress suppressed the expression of follicular development marker genes and
impaired the luteinizing hormone/follicle-stimulating hormone signaling pathway. High-altitude
stress also increased abnormally spliced isoforms of transcription factors and RNA processing factors.
Therefore, high-altitude stress may reduce the fertility of Tibetan sheep by disrupting the normal
expression/hormone signaling of follicular development genes. Further work is needed to decipher
whether this phenomenon is a unique feature of Tibetan sheep or a general mechanism in animals
under high-altitude stress.

Abstract: High-altitude stress threatens the survival rate of Tibetan sheep and reduces their fertil-
ity. However, the molecular basis of this phenomenon remains elusive. Here, we used RNA-seq
to elucidate the transcriptome dynamics of high-altitude stress in Tibetan sheep ovaries. In total,
104 genes were characterized as high-altitude stress-related differentially expressed genes (DEGs). In
addition, 36 DEGs contributed to ovarian follicle development, and 28 of them were downregulated
under high-altitude stress. In particular, high-altitude stress significantly suppressed the expression
of two ovarian lymphatic system marker genes: LYVE1 and ADAMTS-1. Network analysis revealed
that luteinizing hormone (LH)/follicle-stimulating hormone (FSH) signaling-related genes, such
as EGR1, FKBP5, DUSP1, and FOS, were central regulators in the DEG network, and these genes
were also suppressed under high-altitude stress. As a post-transcriptional regulation mechanism,
alternative splicing (AS) is ubiquitous in Tibetan sheep. High-altitude stress induced 917 differentially
alternative splicing (DAS) events. High-altitude stress modulated DAS in an AS-type-specific manner:
suppressing skipped exon events but increasing retained intron events. CoH,-type zinc finger tran-
scription factors and RNA processing factors were mainly enriched in DAS. These findings revealed
high-altitude stress repressed ovarian development by suppressing the gene expression of LH/FSH
hormone signaling genes and inducing intron retention of C;H,-type zinc finger transcription factors.

Keywords: ovary tissue; gene expression; transcription factor; alternative splicing; follicular develop-
ment; high-altitude stress; Tibetan sheep

1. Introduction

The growth and reproduction of animals are highly sensitive to changes in their sur-
rounding environment [1]. Most animals use reproductive strategies such as seasonal
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reproduction to minimize the impact of adverse environmental factors on the reproduc-
tion [1]. However, high-altitude stress (hypobaric hypoxic stress, oxidative stress, or both)
is an unavoidable environmental factor for domestic animals living in high altitude [1,2].
High-altitude stress affects the reproductive function of livestock, including sheep, resulting
in significantly reduced fertility compared to their low-altitude counterparts [1].

More than 25 million people live above 2500 m above sea level (m.a.s.l), especially
Qinghai-Tibetan and Andean high plateaus [1,2]. Sheep are a major economic resource for
people living in high altitude [2]. Tibetan sheep are sheep that live on the Qinghai-Tibet
Plateau (3000-5000 m.a.s.l, average height is ~4000 m.a.s.l). They offer wool, fur, meat, and
milk for Tibetans and, thus, have important economic and agricultural value for the local
community [3]. The number of Tibetan sheep in Qinghai Province accounts for one third
of the total number of Tibetan sheep on the Qinghai-Tibet Plateau [4]. The annual output
value of Tibetan sheep industry in Qinghai Province alone reaches CNY 12.70 billion or
USD ~1.95 billion [4]. Although Tibetan sheep have experienced about 2000-2600 years
to adapt to high-altitude environment [5], high-altitude stress still reduces their fertility.
The Tibetan ewes only give birth to one lamb a year, and the mortality rate of neonatal
lambs is ~6% [6]. Likewise, the lamb:ewe ratio has been reported to be only 0.4 in the
Andean highlands [2]. Therefore, Tibetan sheep is a good breed for studying high-altitude
stress-responsive mechanisms. However, the molecular basis of high-altitude stress in
Tibetan sheep is largely unexplored, and the contribution of post-transcriptional regulation
under high-altitude stress has not been characterized in sheep.

High-throughput RNA sequencing has been adopted to unveil the dynamics of gene
expression in sheep ovarian tissues [7-9]. At the single-gene level, high-altitude stress
induced changes in the expression of IGF-I and IGF-II transcript levels in the ovarian
tissue of Andean plateau sheep [2]. However, the genome-wide transcriptome dynamics of
ovarian tissue under high-altitude stress remain elusive. Furthermore, how altitude stress
affects the regulation of gene expression at the post-transcriptional level is also largely
unexplored. Alternative splicing (AS) is an important form of pre-mRNA processing in
archaea, bacteria, and eukaryotes [10,11]. Alternative splicing facilitates diversification of
the transcriptome and proteome by generating distinct mRNA isoforms [10]. Alternative
splicing has been reported to involve cold stress, salt stress, and nutrient stress [12-15].
However, how AS contributes to high-altitude stress is largely unexplored.

In this study, we used high-throughput RNA-seq to understand the response of Ti-
betan sheep ovarian tissue to high-altitude stress. Transcriptional and post-transcriptional
regulations of ovarian developmental genes were systematically analyzed. Differentially
expressed gene analysis revealed that hormone-related transcription factors are pivotal
regulators of the high-altitude stress regulatory network. Alternative splicing and differ-
ential alternative splicing analyses indicated that high-altitude stress induced AS events
in an AS-type-specific manner. High-altitude stress induced retained intron but inhibited
skipped exon events. Furthermore, high-altitude stress-related DAS events were mainly
enriched in C,Hj-type zinc figure transcription factors and RNA processing factors. Over-
all, the purpose of this study was to investigate the effects of high-altitude stress on the
expression of ovarian development-related genes in Tibetan sheep at the transcriptional
and post-transcriptional level.

2. Materials and Methods
2.1. Animal and Tissue Samples

Tibetan sheep ovary tissues under high-altitude stress were collected in July 2020 at the
Zangbala Breeding Farm (average altitude 4400 m.a.s.l) in Yushu City (E 97°02’; N 33°00’),
Qinghai Province, China. Likewise, low-altitude Tibetan sheep ovary tissues were collected
in July 2020 from the Tibetan sheep breeding co-operative in Jintan Township (average
altitude 3000 m.a.s.l), Haiyan County (E 100°98’; N 36°90’), Qinghai Province, China.
According to the previous study [16], the ovaries of two-year-old nulliparous Tibetan sheep
ewes have sexual maturity and complete ovarian function. Thus, all ovary samples were
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collected from two-year-old nulliparous ewes. For the high-altitude stress sample group,
6 ewes were randomly selected from 42 nulliparous Tibetan sheep ewes at two-year-old
age. Similarly, a total of 6 ewes were also randomly selected from 90 two-year-old ewes as
the low-altitude sample group. The left ovary of selected ewes was collected, and the blood
and stains on the surface of the ovarian tissue were quickly washed twice with 1 x PBS
prepared with 4 °C precooled RNase-Free water. The surface liquid was quickly sucked
dry with a dust-free paper towel, and the tissues were quickly stored in a liquid nitrogen
cylinder for transportation.

The experiment was conducted during the local slaughter season, and the ewes were
sampled at government-designated slaughter and processing sites, in strict accordance
with the “Regulations on the Administration of Livestock and Poultry Slaughter in Qinghai
Province”, as well as the relevant regulations on experimental animal welfare and ethical
review by the Ethics Committee of the Laboratory Animal Management Committee of
Qinghai Academy of Animal Husbandry and Veterinary Sciences (protocol code QHMKY-
2020-09 on 24 June 2020).

2.2. Library Construction and Sequencing

Total RN As were isolated from the ovary of Tibetan sheep using the RNAprep pure
Tissue Kit (Tiangen, Cat.DP431). RNA-seq libraries were constructed using three micro-
grams of highly qualified total RNAs (RNA integrity > 8) by TruSeq RNA Library Prep Kit
v2 (Ilumina, Cat. RS-122-2001) [12]. The RN A-seq libraries were then sequenced on the
Nlumina Hiseq X Ten platform to generate pair-end 150 bp reads.

2.3. Analysis of RNA-Seq

Trim_galore (version 0.6.6, https:/ /github.com/FelixKrueger/TrimGalore (accessed
on 15 March 2022)) and cutadapt (version 3.5, https://cutadapt.readthedocs.io/en/stable/
(accessed on 15 March 2022)) were used to remove adapter contamination and 20 nt
low-quality reads from the 5 end of RNA-seq reads. After quality control, three sam-
ples (high-altitude stress: H4 and low-altitude stress: H5-6) did not obtain enough
reads (<1000,000 reads) and, thus, they were removed. Nine high-quality samples (high-
altitude stress: H1-3, 5-6 and low-altitude stress: H1-4) were retained for further anal-
ysis. The cleaned RNA-seq reads were then mapped to Ovis aries genome-oviAri4
(https:/ /hgdownload.soe.ucsc.edu/goldenPath /oviAri4/bigZips/ (accessed on 14 March
2022)) by HISAT?2 (version 2.2.1) with default parameters [17]. Mapped reads were counted
to individual genes by featureCounts (version 2.0.1) using default parameters [18]. Differ-
entially expressed genes were identified by R package-DESeq2 (version 1.32.0) using the
criteria: |logyFold Change! > 1 and false discovery rate (FDR, Benjamini-Hochberg meth-
ods) < 0.05 [19]. Sheep amino acid sequences were annotated by eggNOG-MAPPER [20].
Gene ontology and KEGG pathway analyses were performed by TBtools [21]. Protein—
protein interaction networks were analyzed using STRING (version 11.5) with default
parameters [22]. Read coverage was visualized by IGV (version 2.8.9) [23]. Transcription
factors were predicted by AnimalTFDB3.0 with default parameters [24].

2.4. Analysis of Alternative Splicing

RNA-seq reads were qualified and mapped using the same strategy as in the sec-
tion: Analysis of RNA-seq. The output sam files of HISAT2 were converted to bam files
and sorted by Samtools (version 1.9) [25]. The sorted bam files were then normalized
according to RPKM by deepTools (version 3.5.1) [26]. The gtf files were assembled from
the normalized bam files using StringTie (version 2.1.6) [27]. The merged gtf files were
generated by TACO (version 0.7.3) [28]. The merged gtf was annotated to the sheep
genome using gffcompare (version 0.11.2) [29]. Differential alternative splicing events were
identified by rMATS (version 4.1.2) using the criteria: false discovery rate (FDR) < 0.05,
| IncLevelDifference | > 0.1 [30].
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2.5. Experimental Validation

RT-PCR and qRT-PCR experiments were conducted as described in previous stud-
ies [12,31], and the results of RI-PCR were visualized in 1% agarose gels. The primers used
in this study were listed in Table S1.

3. Results
3.1. High-Altitude Stress Affected Gene Expression in Tibetan Sheep

To elucidate the effect of high-altitude stress on Tibetan sheep ovary development, we
performed transcriptome analysis of Tibetan sheep ovaries at different altitudes. Nine RNA-
seq libraries were constructed and sequenced using total RNA isolated from high- and low-
altitude Tibetan sheep ovaries. Illumina RNA-seq generated a total of 221 million reads,
and over 96.56% of the reads were mapped to the sheep genome (Table S2). The ovaries
of Tibetan sheep at low altitude (3000 m.a.s.l, Haiyan, Qinghai, China) were used as
the control group, and the ovaries of Tibetan sheep at high altitude (4400 m.a.s.l, Yushu,
Qinghai, China) were used as the high-altitude stress group.

A total of 18,561 genes (>30 reads per gene) were expressed in the ovaries of Tibetan
sheep. In total, 104 genes were identified as differentially expressed genes (DEGs) under
high-altitude stress (Table S3). The number of downregulated genes (64) in high-altitude
ovaries was 1.60 times higher than that of upregulated genes (40) (Figure 1a, Table S3).
To understand whether the repression of gene expression at high altitude is a global
event or occurs only in certain gene groups, we analyzed the expression patterns of all
expressed sheep genes at different altitudes. The results showed that the mean expression
counts of all sheep genes did not show any clear pattern between high- and low-altitude
sheep (Figure S1). Therefore, we believe that high-altitude stress is not a globally regulated
expression of Tibetan genes but is more likely to affect the expression of certain gene groups.

3.2. High-Altitude Stress Repressed the Expression of Follicle Development Genes

To further understand the function of high-altitude-related DEGs, we performed
KEGG and gene ontology (GO) analyses on the DEGs. KEGG analysis revealed that DEGs
were mainly enriched in environmental information processing and cancer-related path-
ways (Figure S2). The results of GO analysis showed that high-altitude stress-related
DEGs were over-represented in several biological processes, including regulation of vascu-
lar development, ovulation cycle, ossification, response to cAMP, regulation of cytokine
production, response to lipopolysaccharide, positive regulation of cell motility, positive
regulation of cell migration, epithelial cell proliferation, cellular responses to growth factor
stimulation and cell adhesion (Figure 1b). Importantly, these processes are closely related
to the regulation of ovarian follicle development or ovulation [32-38]. A total of 36 DEGs
were identified from these GO terms, many of which were well-characterized ovarian
follicle development or ovulation-regulating genes (Table S4). For example, lymphatic
vessel endothelial receptor-1 (LYVE1) is a molecular marker of lymphatic vessels and is
used to distinguish lymphatic vessels from blood vessels [39]. LYVET has been reported
to be involved in the development of the ovarian lymphatic vasculature and is critical for
follicular fluid control [33,40]. In the present study, LYVE1 was one of the most significantly
repressed genes under high-altitude stress (Table S4), suggesting that high-altitude stress
may inhibit the development of the ovarian lymphatic system and follicular fluid through
suppressing the expression of LYVE1. Another example is ADAMTS-1 (a disintegrin and
metalloproteinase 1 with a thrombospondin motif); ADAMTS-1 is a central regulator of
structural remodeling during ovarian follicle growth, and knockout of ADAMTS-1 re-
sults in a defective lymphatic network in mouse ovary [32,33,41]. The downregulation of
ADAMTS-1 under high-altitude stress unveiled that high-altitude stress may repress the
lymphatic development of ovarian follicle via suppressing the expression of ADAMTS-1.
Interestingly, we also observed that 28 DEGs from these GO terms were downregulated
under high-altitude stress (Figure 1b, Table S54) and, together with their functional enrich-
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ment in ovarian follicle development (Figure 1b), we speculate that high-altitude stress
may inhibit ovarian follicle development in Tibetan sheep.
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Figure 1. High-altitude stress induced differential expression of follicle development genes.
(a) The volcano plot highlights the most significant differential expressed genes of ovarian tissues
under high-altitude stress in Tibetan sheep; the significant difference cut-off criterion is p < 0.05 and
llog2Fold Change!| > 1; blue dots, the significantly downregulated genes; red dots, upregulated
genes under high-altitude stress. (b) Gene ontology enrichment of differential expressed genes; the
dots of different color represent the classification group of the function. (c) The heatmap of high-
altitude stress-associated transcription factors. (d) The protein—protein-interaction (PPI) network of
DEGs; each of the nodes represents a protein. (e) The functional enrichment clusters in the DEGs’ PPI
network, the horizontal axis is the description of local network cluster. The left vertical axis is the
FDR. The percentage on the column is the ratio of the number of genes clustered to each entry to the
total number of genes in the entry. (f) The heatmap of high-altitude stress-associated transcription
factor from PPI network.
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3.3. Hormone Signaling Transcription Factors Were Central Regulators in Response to
High-Altitude Stress

Transcription factors (TFs) are key regulators in environmental stress responses [42].
To understand the relationship between TFs and high-altitude stress, we characterized
all sheep TFs and overlapped them with DEGs. A total of seven TF encoding genes
were identified in DEG, which were early growth response 1 (EGR1), Fos proto-oncogene,
AP-1 transcription factor subunit (FOS), FosB proto-oncogene, AP-1 transcription factor
subunit (FOSB), Kriippel-like factor 9 (KLF9), zinc finger and BTB domain containing
16 (ZBTB16), MYCN proto-oncogene, BHLH transcription factor (MYCN), and nuclear
receptor subfamily 4 group A member 3 (NR4A3) (Figure 1c, Table S5). Five of them,
including EGR1, FOS, FOSB, KLF9, and ZBTB16, were downregulated under high-altitude
stress (Figure 1c, Table S5). More importantly, EGR1, FOS, and FOSB have been reported to
positively regulate ovarian follicle development [38,43,44].

Transcription factors are components of hormone signal transduction pathways. To
further explore the central regulatory network of high-altitude stress-related DEGs, we used
STRING to perform protein—protein interaction network (PPI) analysis on DEGs encoding
genes [22]. PPI network analysis revealed that the number of edges for the PPI-related DEG
was 31, which is much larger than the expected number of edges (12) with a PPI enrichment
p-value of 3.18 x 107° (Figure 1d). The significant enrichment of the PPI network further
highlights that there were more interactions between proteins encoded from DEGs than
expected, and that these proteins may be biologically partially connected as a group [22].
To further explore the biologically connected group of these factors, we performed local
network clustering using STRING. The results showed that c-fos/v-fos, and protein fosb,
and the basic region leucine zipper of hormone ligand binding were significantly enriched
biologically groups, with FDR values equal to 4.46 x 107> and 2.40 x 10~4, respectively
(Figure le, Table S6). A total of six genes were identified from these two biologically
connected groups, which were FOS, DUSP1, FOSB, NR4A3, FKBP5, and EGR1 (Figure 1le,
Table S6). Interestingly, four of them (FOS, DUSP1, FOSB, and EGR1) were responses to
cAMP and they were downregulated under high-altitude stress (Figure 1f, Table S4). cAMP
acts as a secondary messages of luteinizing hormone (LH) and follicle-stimulating hormone
(FSH) in the ovary [34]. cAMP is not only responsible for activating primordial follicles
into follicle growth, but also plays an important role in the growth and development of all
other ovarian follicular stages [35]. Therefore, we suggest that altitude stress may inhibit
follicle development by impairing follicle-stimulating hormone signaling transduction in
Tibetan sheep.

3.4. Differential Expressed Genes Were Validated by gqRT-PCR Experiments

To validate high-altitude stress-associated genes, QqRT-PCR analysis was performed
to evaluate the differential expression patterns of key DEGs under high-altitude stress.
The expression of luteinizing hormone (LH)- and follicle-stimulating hormone (FSH)-
related genes: EGR1, FKBP5, DUSP1, and FOS were significantly downregulated under
high-altitude stress by qRT-PCR (Student t-test p-value: EGR1, p = 1.2 x 10~2; FKBP5,
p=9.4 x1073; DUSP1,p=9.7 x 1073, FOS, p = 6.1 x 10~3; Figure 2a~d). In addition, the
expression of lymphatic vasculature and network marker genes: LYVET and ADAMTS-1
were also significantly repressed under high-altitude stress by qRT-PCR (Student ¢-test
p-value: LYVEL, p = 6.4 X 103, ADAMTS-1, p=28 X 10-5; Figure 2e,f). These results
suggest that high-altitude stress reduced ovarian follicular development by inhibiting LH
and FSH hormone signaling and lymphatic system development.
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Figure 2. High-altitude stress reduced expression of hormone signaling transcription factors and
lymphatic development marker genes. The relative expression pattern of EGRI1 (a), FKBP5 (b),
DUSP1 (c), FOS (d), LYVE1 (e), and ADAMST1 (f) in Tibetan sheep ovaries at low altitude and high
altitude. The relative expression of each gene was detected by quantitative reverse transcription-PCR

and normalized to GAPDH expression using the 2-AACE

method. Error bars represent standard
deviation of three biological replicates. Y-axis: relative expression levels; X-axis: genes; H: high
altitude; L: low altitude; “*” denoted the Student t-test p < 0.05; “**” denoted the Student ¢-test

p <0.01; “****” denoted the Student ¢-test p < 0.0001.

3.5. Alternative Splicing Is Widespread in Tibetan Sheep

Alternative splicing (AS) is an important post-transcriptional regulation mechanism
that regulates mRNA fate and diversifies the proteome [12]. Alternative splicing in Tibetan
sheep has not been characterized, and whether high-altitude stress affects alternative
splicing in livestock remains elusive. To identify alternative splicing in Tibetan sheep and
decipher the relationship between AS and high-altitude stress, we performed alternative
splicing analysis using RN A-seq by bioinformatics software. Among the 18,561 expressed
genes (>30 reads per gene), about 52.01% (9654/18,561) of Tibetan sheep genes underwent
alternative splicing events (40,773 AS events). Next, we classified expressed genes into four
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types based on the number of AS events per gene: none (AS events = 0), low (AS events = 1),
moderate (AS events = 2-10), and high (AS events = 2-10) events > 10 (Figure 3a). AS was
prevalent in Tibetan sheep, as more than 70% (6938/9654) of AS-containing genes had two
or more AS events (Figure 3a). Therefore, these results suggest that alternative splicing is

widespread in Tibetan sheep.
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Figure 3. High-altitude stress induced the retained intron type of alternative splicing events
in Tibetan sheep ovary. (a) Bar plot of all expressed genes classified into four groups: gene
expressed but lacking AS events is defined as no, the low-frequency AS gene group was only
1 AS event, the medium-frequency AS gene group was 2 to 10 AS events, the high-frequency AS gene
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group was >11 AS events. (b) Pie chart of the five different types of AS and their frequency in the
RNA-seq data sets of Tibetan sheep grown in different altitudes areas. A3SS, alternative 3’ splice
site; A5SS, alternative 5 splice site; MXE, mutually exclusive exons. (c) The Venn diagrams indicate
overlaps among DEGs, DAS genes, and AS genes under high or low altitude condition. (d) Pie chart
of the five different types of DAS. (e) Expression box plot of five different types of DAS genes. The
Wilcoxon signed-rank test was applied to evaluate the statistical significance of difference between
two samples, and p values are indicated above (* denotes p < 0.05). ns: represents no significance.
(f) KEGG pathway analysis of RI type DAS genes. The left vertical axis is the specific name of the
KEGG pathway, and the horizontal axis is the significance. The bar of different color represents the
classification name of the pathway.

3.6. High-Altitude Stress Induced Differential Alternative Splicing in an AS-Type-Specific Pattern

Alternative splicing events can be classified into five types: skipped exon (SE), re-
tained intron (RI), alternative 5’ splice site (A5SS), alternative 3’ splice site (A3SS), and
mutually exclusive exon (MXE) [30]. In Tibetan sheep, SE was the most dominant AS
type (63.8%), and RI was the second largest AS type (10.7%). The percentages of the other
three AS types (A5SS, A3SS, and MXE) were much closer to each other, and they each
accounted for about 8% of the total number of AS events (Figure 3b, Table S7). Importantly,
917 AS events corresponding to 671 genes were identified as high-altitude stress-induced
differential alternative splicing (DAS) in Tibetan sheep, accounting for 6.94% (670/9654) of
AS-containing genes (Figure 3¢, Tables S8 and S9). In particular, the distribution of AS types
from DAS was different from that of total AS (Figure 3b,d). Unlike SE in total AS, the most
dominant AS type was RI in DAS, and the percentage of RI in DAS (35.6%) was 3.33 times
higher than that in total AS (10.7%) (Figure 3b,d). The percentages of A5SS and A3SS in
DAS (A5SS: 16.5%, A3SS: 16.4%) almost doubled compared to total AS (A5SS: 7.9%, A3SS:
8.7%) (Figure 3b,d). In contrast, the percentages of both SE and MXE were significantly
decreased in DAS compared with total AS (SE: AS vs. DAS, 63.8% vs. 27.3%; MXE: AS
vs. DAS: 8.9% vs. 4.4%) (Figure 3b,d). Overall, high-altitude stress induced RI, A5SS, and
A3SS-type AS events but suppressed SE and MXE (Figure 3b,d). Thus, these results suggest
that high-altitude stress induces DAS in an AS-type-specific pattern.

To explore whether high-altitude stress-related DAS have global expression patterns,
we performed expression analysis of different types of DAS with all expressed genes.
The expression of genes containing ES and MXE types of DAS was significantly reduced
compared with all expressed genes (Figure 3e). In contrast, there was no global expression
pattern change for high-altitude stress associated with RI, A5SS, and A3SS (Figure 3e).
Therefore, these results suggest that the expression of ES- and MXE-type DAS genes may be
regulated at the transcriptional level, while the expression of RI, A5SS, and A3SS genes may
be regulated at the post-transcriptional level. Overall, DAS associated with high-altitude
stress may affect gene expression in an AS-type-dependent manner.

3.7. CoHy-Type Zinc Finger Transcription Factors Enriched in High-Altitude Stress-Related DAS

To decipher the function of high-altitude stress-related DAS, KEGG analysis of DAS
genes was performed. The results showed that high-altitude stress-related DAS genes
mainly acted on RNA splicing, transcription factors, chromosomes and related proteins,
DNA repair and recombination, and ribosome biogenesis (Figure 3f, Table S10).

To understand the role of transcription factors on altitude stress, we analyzed the rela-
tionship between TF and DAS. About 11.33% of TFs (76/671) had DAS events associated
with high-altitude stress (Figure 4a, Table S11). Surprisingly, 73.78% of the DAS-related TFs
(56/76) were CoH;-type zinc finger (ZNF) TFs (Figure 4b, Table S11). Therefore, we specu-
late that CoH;-type zinc finger (ZNF) TFs may be regulated by high-altitude-induced DAS.
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Figure 4. High-altitude stress-induced DAS genes mainly enriched in Co;Hj transcription factors
and splicing factors. (a) The Venn diagrams indicate overlaps among DAS genes and TF genes.
(b) The distribution of alternatively spliced TF genes. (c) The PPI network of DASs. (d) The functional
enrichment clusters in the retained intron type of PPI network. (e) Expression of retained intron (RI)
transcripts and normal transcripts (Normal) by RT-PCR. (f) The ratio between RI transcripts and
normal transcripts with the gray value calculated with Gel-Pro Analyzer 4.
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3.8. High-Altitude Stress-Associated Retained Introns Were Enriched in RNA Processing Factors

As retained intron is the major AS type induced by high-altitude stress, we next
analyzed whether different types of DAS have distinct enriched biological groups by
STRING's protein—protein interaction network (PPI) analysis. PPI analysis revealed no
significant associated biological groups in high-altitude stress-related A3SS and MXE
(PPI enrichment p-values: 0.101 and 0.58). High-altitude stress-related ES and A5SS had
significant PPI-enriched p-values (PPl-enriched p-values: 0.0138 and 0.00529), but they
had no significant biological association groups. However, high-altitude stress-associated
RI did have significant PPI enrichment and enrichment of biological groups (Figure 4c).
PPI network analysis revealed that the high-altitude stress-related RI had a number of
edges of 186, which was much larger than the expected number of edges (112) for a PPI
enrichment p-value of 9.69 x 10'!. Local network cluster enrichment of high-altitude
stress-related Rls revealed that RNA splicing-related terms, including the thrap3/bclafl
family and mRNA 3-terminal processing, were biologically significantly enriched, with
FDR values of 3.50 x 1073 and 7.40 x 1073, respectively (Figure 4d, Table S12). A total of
nine genes related to RNA processing were identified, namely SRRM2, CLK1, CLK4, TRA2A,
RBM39, ACIN1, PCF11, CLP1, and DDX39B, including splicing and polyadenylation factors.
CLK#4 is a serine- and arginine-rich (SR) protein-encoding gene that regulates pre-mRNA
splicing [45]. According to RT-PCR results, the ratio of RI transcripts to normal transcripts
increased from 1.62 at low altitude to 6.0 at high altitude (Figure 4e,f). Thus, high-altitude
stress induced the RI of CLK4. Overall, these results suggest that high-altitude stress may
affect RNA processing by inducing DAS.

4. Discussion

High-altitude stress is the main environmental stress for the growth and production of
Tibetan sheep. The molecular basis of high-altitude stress response mechanism of Tibetan
sheep remains elusive. In the present study, comparative transcriptome analysis was
performed using RNA-seq on ovarian tissues of Tibetan sheep exposed to high altitude
and low altitude. A total of 104 genes were differentially expressed in high- and low-
altitude Tibetan sheep ovaries (Table S3). Of these, 61.54% (64/104) of DEGs (64/104) were
downregulated under high-altitude stress, and the suppression of gene expression under
high-altitude stress did not show a global gene expression pattern but may only occur
in specific gene groups (Figure S1). Gene ontology analysis revealed that high-altitude
stress-associated DEGs were over-represented in biological processes related to ovarian
follicle development or ovulation regulation (Figure 1b).

More importantly, network analysis revealed that hormone-responsive c-fos/v-fos
family transcription factors were significantly enriched in the high-altitude stress-related
gene expression regulatory network (Table S6, Figure 1e,f). These regulators were FOS,
DUSP1, FOSB, and EGR1 (Table S6). In mice, EGRI1 significantly induced ADAMTS-1
expression, and an EGR1 binding site (EBS) was found in the ADAMTS-1 promoter [46].
Furthermore, EGR1 regulates ADAMTS-1 expression in a dose-dependent manner [46].
In the present study, the expressions of EGR1 and ADAMTS-1 were both significantly
downregulated in Tibetan sheep ovaries under high-altitude stress (Table 54, Figure 2a,f).
Taken together, EGR1 and ADAMTS-1 positively regulate follicular development, and
EGR1 is an important component of FSH signaling [43,47]. Therefore, high-altitude stress
may inhibit follicular development by impairing the FSH-EGR1-ADAMTS-1 signaling
pathway. The expression level of TNFa-induced protein 6 (TNFAIP6) is highly increased in
follicular cells, and mutation of TNFAIP6 causes infertility in mice [44,48]. The expression
of TNFAIP6 in granulosa cells is regulated by the cAMP response element [44]. In this study,
high-altitude stress suppressed the expression of TNFAIP6 (Table S4). As the expression of
TNEFAIPG6 is induced by LH, and TNFAIP6 is responsive to cAMP [44], we speculate that
high-altitude stress may also inhibit follicular development by impairing the LH-cAMP-
TNFAIP6 signaling pathway. Overall, the results of this study suggest that hormonal
signaling plays a key role in Tibetan sheep ovarian tissue response to high-altitude stress.
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Alternative splicing is one of the important post-transcriptional regulatory mecha-
nisms in response to environmental stress [12]. Abnormal expression of splicing factors
and aberrant splicing are closely related to the development of ovarian cancer [49]. In this
study, high-altitude stress induced 917 AS events in Tibetan sheep (Figure 3c). In particular,
RI but not ES was the predominant AS type in high-altitude stress-related DAS (Figure 3d).
Taken together with RI results from aberrant splicing [50], these results indicated that
high-altitude stress induced aberrant splicing in Tibetan sheep ovaries. Cdc2-like kinase
(CLK4) plays a role in regulating pre-mRNA splicing [45]. In this study, high-altitude stress
induced RI and, thus, increased the aberrant splicing isoform of CLK4 (Figure 4e,f). Taken
together with mutation of CLK4 reducing cell proliferation in ovaries [45], we speculated
that high-altitude stress may repress cell proliferation by increasing abnormally spliced
isoform of CLK4. Overall, our results unveiled that high-altitude stress indeed affects the
follicular development at both the transcriptional and post-transcriptional levels.

5. Conclusions

Tibetan sheep live in the harsh environment of Qinghai-Tibet Plateau and high-altitude
stress significantly reduces their fertility. Understanding the molecular mechanism of
Tibetan sheep responding to high-altitude stress will provide important genetic resources
for the research and application of high-altitude response in sheep. In this study, we
characterized 104 high-altitude stress-related genes, and follicular-development-related
genes were significantly downregulated under high-altitude stress. More importantly,
LH and FSH signaling-related transcription factors were significantly enriched in the
differentially expressed genes induced by high-altitude stress. In addition, 917 AS events
were characterized in response to high-altitude stress and an increase in abnormally spliced
isoforms. High-altitude stress induces Rl but inhibits ES-type AS events. Taken together,
our findings provide evidence that high-altitude stress represses follicle development genes
at both the transcriptional and post-transcriptional levels.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/ani12202812/s1, Figure S1: The expression counts of all ex-
pressed genes in ovary of Tibetan sheep from high altitude and low altitude; Figure S2: KEGG
enrichment of high-altitude stress-associated differential expressed genes; Table S1: List of primers
used in this study; Table S2: Summary of statistical analysis of RNA-seq data; Table S3: List of
differentially expressed genes between high- and low-altitude Tibetan sheep; Table S4: List of key
differentially expressed genes under high-altitude stress in Tibetan sheep; Table S5: List of differen-
tially expressed transcription factor genes under high-altitude stress; Table S6: List of PPI enriched
clusters for high-altitude stress-associated DEGs in Tibetan sheep; Table S7: Summary of statistical
analysis alternative splicing events; Table S8: List of RI type differentially alternative splicing events
under high-altitude stress; Table S9: List of SE-type differentially alternative splicing events under
high-altitude stress; Table $10: KEGG pathway analysis of high-altitude stress-associated DAS in
Tibetan sheep; Table S11: List of DAS-associated transcription factors for under high-altitude stress;
Table S12: List of PPI-enriched clusters for high-altitude stress-associated RI in Tibetan sheep.

Author Contributions: Conceptualization, W.L. and X.J.; Data curation, W.Z.; Formal analysis, W.Z.,
X.F. and L.M.; Funding acquisition, W.L.; Investigation, W.L., ZM. and G.C.; Methodology, W.Z.;
Project administration, X.J.; Supervision, R.L.; Validation, H.X.; Visualization, X.F. and L.M.; Writing—
original draft, L.M.; Writing—review and editing, W.L. and L.M. All authors have read and agreed to
the published version of the manuscript.

Funding: This research was funded by the Natural Science Foundation of Qinghai Province (No.2020-
ZJ-960Q to W.L).

Institutional Review Board Statement: The animal study protocol was approved by the Laboratory
Animal Management Committee of Qinghai Academy of Animal Husbandry and Veterinary Sciences
(protocol code QHMKY-2020-09 on 24 June 2020).

Informed Consent Statement: Not applicable.


https://www.mdpi.com/article/10.3390/ani12202812/s1
https://www.mdpi.com/article/10.3390/ani12202812/s1

Animals 2022, 12, 2812 13 of 14

Data Availability Statement: The datasets from Illumina have been deposited on the NCBI website
under the SRA Bioproject accession number: PRINA871383.

Conflicts of Interest: The authors declare no conflict of interest. The funders had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, or
in the decision to publish the results.

References

1.  Parraguez, V.H.; Gonzalez-Bulnes, A. Endocrinology of reproductive function and pregnancy at high altitudes. Curr. Opin. Endocr.
Metabol. Res. 2020, 11, 27-32. [CrossRef]

2. Parraguez, V.H.; Urquieta, B.; Pérez, L.; Castellaro, G.; De los Reyes, M.; Torres-Rovira, L.; Aguado-Martinez, A.; Astiz, S.;
Gonzalez-Bulnes, A. Fertility in a high-altitude environment is compromised by luteal dysfunction: The relative roles of hypoxia
and oxidative stress. Reprod. Biol. Endocrinol. 2013, 11, 24. [CrossRef] [PubMed]

3. Zhang, Y.; Xue, X;; Liu, Y.; Abied, A.; Ding, Y.; Zhao, S.; Wang, W.; Ma, L.; Guo, J.; Guan, W,; et al. Genome-wide comparative
analyses reveal selection signatures underlying adaptation and production in Tibetan and Poll Dorset sheep. Sci. Rep. 2021,
11, 2466. [CrossRef] [PubMed]

4. Ma, M,; Sun, H. The total output value of Qinghai Yak, Tibetan Sheep Youte Industrial Cluster reached 26.7 billion. China Animal
Husbandry and Veterinary News, 3 April 2022; 001. [CrossRef]

5. Zhao, Y.-X,; Yang, J.; Lv, FE-H.; Hu, X.-J.; Xie, X.-L.; Zhang, M.; Li, W.-R,; Liu, M.-].; Wang, Y.-T.; Li, ].-Q.; et al. Genomic
Reconstruction of the History of Native Sheep Reveals the Peopling Patterns of Nomads and the Expansion of Early Pastoralism
in East Asia. Mol. Biol. Evolut. 2017, 34, 2380-2395. [CrossRef]

6. Hua, Z. Research on efficient breeding model in Tibetan sheep. Chin. Qinghai J. Anim. Vet. Sci. 2016, 46, 28-30.

7. Wang, H.; Li, X,; Zhou, R.; Xi, J.; Wei, Y,; Li, L.; Zhang, Z. Genome-wide transcriptome profiling in ovaries of small-tail Han sheep
during the follicular and luteal phases of the oestrous cycle. Anim. Reprod. Sci. 2018, 197, 212-221. [CrossRef]

8. Haire, A; Bai, J.; Zhao, X.; Song, Y.; Zhao, G.; Dilixiati, A; Li, J.; Sun, W.Q.; Wan, P;; Fu, X,; et al. Identifying the heat resistant
genes by multi-tissue transcriptome sequencing analysis in Turpan Black sheep. Theriogenology 2022, 179, 78-86. [CrossRef]

9.  Pokharel, K,; Peippo, J.; Honkatukia, M.; Seppild, A.; Rautiainen, J.; Ghanem, N.; Hamama, T.-M.; Crowe, M.A.; Andersson, M.;
Li, M.-H,; et al. Integrated ovarian mRNA and miRNA transcriptome profiling characterizes the genetic basis of prolificacy traits
in sheep (Ovis aries). BMC Genom. 2018, 19, 104. [CrossRef]

10. Baralle, FE.; Giudice, J. Alternative splicing as a regulator of development and tissue identity. Nat. Rev. Mol. Cell Biol. 2017, 18,
437-451. [CrossRef]

11.  Yao, S.; Yuan, C.; Shi, Y; Qi, Y.; Sridha, R.; Dai, M.; Cai, H. Alternative Splicing: A New Therapeutic Target for Ovarian Cancer.
Technol. Cancer Res. Treat. 2022, 21, 15330338211067911. [CrossRef]

12. Ye, W.; Wang, T.; Wei, W,; Lou, S.; Lan, E; Zhu, S.; Li, Q.; Ji, G,; Lin, C.; Wu, X,; et al. The Full-Length Transcriptome of Spartina
alterniflora Reveals the Complexity of High Salt Tolerance in Monocotyledonous Halophyte. Plant Cell Physiol. 2020, 61, 882-896.
[CrossRef] [PubMed]

13. Li, B.J.; Zhu, Z.X; Qin, H.; Meng, Z.N.; Lin, H.R.; Xia, ].H. Genome-Wide Characterization of Alternative Splicing Events and
Their Responses to Cold Stress in Tilapia. Front. Genet. 2020, 11, 244. [CrossRef] [PubMed]

14. Wang, Z.; Yang, X,; Liu, C.; Li, X.; Zhang, B.; Wang, B.; Zhang, Y.; Song, C.; Zhang, T.; Liu, M.,; et al. Acetylation of PHF5A
Modulates Stress Responses and Colorectal Carcinogenesis through Alternative Splicing-Mediated Upregulation of KDM3A. Mol.
Cell 2019, 74, 1250-1263.e6. [CrossRef] [PubMed]

15. Liu, Z,; Dong, X.; Cao, Z.; Qiu, S.; Li, Y.; Zhong, M.; Xue, Z.; Xu, Y.; Xing, H.; Tang, K.; et al. Mutant U2AF1-induced differential
alternative splicing causes an oxidative stress in bone marrow stromal cells. Exp. Biol. Med. 2021, 246, 1750-1759. [CrossRef]

16. Lu, L, Yang, Z. Germplasm Characteristics of Plateau Tibetan Sheep in Tianjun County. Shanghai J. Anim. Husband. Vet. Med.
2012, 03, 70-71.

17.  Kim, D.; Paggi, ].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]

18. 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]

19. 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]

20. Huerta-Cepas, J.; Szklarczyk, D.; Heller, D.; Hernandez-Plaza, A.; Forslund, S.K.; Cook, H.; Mende, D.R.; Letunic, I.; Rattei, T.;
Jensen Lars, J.; et al. eggNOG 5.0: A hierarchical, functionally and phylogenetically annotated orthology resource based on
5090 organisms and 2502 viruses. Nucleic Acids Res. 2019, 47, D309-D314. [CrossRef]

21.  Chen, C; Chen, H.; Zhang, Y.; Thomas, H.R.; Frank, M.H.; He, Y.; Xia, R. TBtools: An Integrative Toolkit Developed for Interactive
Analyses of Big Biological Data. Mol. Plant 2020, 13, 1194-1202. [CrossRef]

22. Szklarczyk, D.; Gable, A.L.; Lyon, D.; Junge, A.; Wyder, S.; Huerta-Cepas, J.; Simonovic, M.; Doncheva, N.T.; Morris, ].H.;

Bork, P; et al. STRING v11: Protein-protein association networks with increased coverage, supporting functional discovery in
genome-wide experimental datasets. Nucleic Acids Res. 2019, 47, D607-D613. [CrossRef] [PubMed]


http://doi.org/10.1016/j.coemr.2019.12.006
http://doi.org/10.1186/1477-7827-11-24
http://www.ncbi.nlm.nih.gov/pubmed/23521851
http://doi.org/10.1038/s41598-021-81932-y
http://www.ncbi.nlm.nih.gov/pubmed/33510350
http://doi.org/10.28149/n.cnki.ncxmb.2022.000079
http://doi.org/10.1093/molbev/msx181
http://doi.org/10.1016/j.anireprosci.2018.08.031
http://doi.org/10.1016/j.theriogenology.2021.11.008
http://doi.org/10.1186/s12864-017-4400-4
http://doi.org/10.1038/nrm.2017.27
http://doi.org/10.1177/15330338211067911
http://doi.org/10.1093/pcp/pcaa013
http://www.ncbi.nlm.nih.gov/pubmed/32044993
http://doi.org/10.3389/fgene.2020.00244
http://www.ncbi.nlm.nih.gov/pubmed/32256528
http://doi.org/10.1016/j.molcel.2019.04.009
http://www.ncbi.nlm.nih.gov/pubmed/31054974
http://doi.org/10.1177/15353702211010130
http://doi.org/10.1038/s41587-019-0201-4
http://doi.org/10.1093/bioinformatics/btt656
http://doi.org/10.1186/s13059-014-0550-8
http://doi.org/10.1093/nar/gky1085
http://doi.org/10.1016/j.molp.2020.06.009
http://doi.org/10.1093/nar/gky1131
http://www.ncbi.nlm.nih.gov/pubmed/30476243

Animals 2022, 12, 2812 14 of 14

23.

24.

25.

26.

27.

28.

29.
30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

Robinson, J.T.; Thorvaldsdéttir, H.; Winckler, W.; Guttman, M.; Lander, E.S.; Getz, G.; Mesirov, ].P. Integrative genomics viewer.
Nat. Biotechnol. 2011, 29, 24-26. [CrossRef] [PubMed]

Hu, H,; Miao, Y.-R;; Jia, L.-H.; Yu, Q.-Y.; Zhang, Q.; Guo, A.-Y. AnimalTFDB 3.0: A comprehensive resource for annotation and
prediction of animal transcription factors. Nucleic Acids Res. 2019, 47, D33-D38. [CrossRef] [PubMed]

Danecek, P; Bonfield, J.K.; Liddle, J.; Marshall, J.; Ohan, V.; Pollard, M.O.; Whitwham, A.; Keane, T.; McCarthy, S.A,;
Davies, R.M.; et al. Twelve years of SAMtools and BCFtools. GigaScience 2021, 10, giab008. [CrossRef]

Ramirez, F.; Ryan, D.P; Griining, B.; Bhardwaj, V.; Kilpert, F.; Richter, A.S.; Heyne, S.; Diindar, F.; Manke, T. deepTools2: A next
generation web server for deep-sequencing data analysis. Nucleic Acids Res. 2016, 44, W160-W165. [CrossRef]

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

Niknafs, Y.S.; Pandian, B.; Iyer, HK,; Chinnaiyan, A.M.; Iyer, M.K. TACO produces robust multisample transcriptome assemblies
from RNA-seq. Nat. Methods 2017, 14, 68-70. [CrossRef]

Pertea, G.; Pertea, M. GFF Utilities: GffRead and GffCompare. F1000Research 2020, 9, 304. [CrossRef]

Shen, S.; Park Juw, W.; Lu, Z.-X; Lin, L.; Henry Michael, D.; Wu Ying, N.; Zhou, Q.; Xing, Y. rMATS: Robust and flexible detection
of differential alternative splicing from replicate RNA-Seq data. Proc. Nat. Acad. Sci. USA 2014, 111, E5593-E5601. [CrossRef]
Lin, Z.; Guo, C,; Lou, S;; Jin, S.; Zeng, W.; Guo, Y.; Fang, ].; Xu, Z.; Zuo, Z.; Ma, L. Functional analyses unveil the involvement
of moso bamboo (Phyllostachys edulis) group I and II NIN-LIKE PROTEINS in nitrate signaling regulation. Plant Sci. 2021,
306, 110862. [CrossRef]

Brown, H.M.; Robker, R.L.; Russell, D.L. Development and Hormonal Regulation of the Ovarian Lymphatic Vasculature.
Endocrinology 2010, 151, 5446-5455. [CrossRef] [PubMed]

Brown, HM.; Russell, D.L. Blood and lymphatic vasculature in the ovary: Development, function and disease. Hum. Reprod.
Update 2014, 20, 29-39. [CrossRef] [PubMed]

Petersen, T.S.; Stahlhut, M.; Andersen, C.Y. Phosphodiesterases in the rat ovary: Effect of cAAMP in primordial follicles. Reproduction
2015, 150, 11-20. [CrossRef] [PubMed]

Menon, K.M.; Menon, B. Structure, function and regulation of gonadotropin receptors—A perspective. Mol. Cell. Endocrinol. 2012,
356, 88-97. [CrossRef]

Field, S.L.; Dasgupta, T.; Cummings, M.; Orsi, N.M. Cytokines in ovarian folliculogenesis, oocyte maturation and luteinisation.
Mol. Reprod. Dev. 2014, 81, 284-314. [CrossRef]

Magata, F.; Horiuchi, M.; Echizenya, R.; Miura, R.; Chiba, S.; Matsui, M.; Miyamoto, A.; Kobayashi, Y.; Shimizu, T. Lipopolysac-
charide in ovarian follicular fluid influences the steroid production in large follicles of dairy cows. Anim. Reprod. Sci. 2014, 144,
6-13. [CrossRef]

Choi, Y.; Rosewell, K.L.; Brannstrom, M.; Akin, ].W.; Curry, T.E., Jr.; Jo, M. FOS, a Critical Downstream Mediator of PGR and
EGF Signaling Necessary for Ovulatory Prostaglandins in the Human Ovary. . Clin. Endocrinol. Metab. 2018, 103, 4241-4252.
[CrossRef]

Jackson, D.G.; Prevo, R.; Clasper, S.; Banerji, S. LYVE-1, the lymphatic system and tumor lymphangiogenesis. Trends Immunol.
2001, 22, 317-321. [CrossRef]

Tsubota, K.; Kanki, M.; Noto, T.; Nakatsuji, S.; Oishi, Y.; Matsumoto, M.; Nakayama, H. Altered gene expression profile in ovarian
follicle in rats treated with indomethacin and RU486. J. Toxicol. Sci. 2015, 40, 413-425. [CrossRef]

Brown, H.M.; Dunning, K.R.; Robker, R.L.; Pritchard, M.; Russell, D.L. Requirement for ADAMTS-1 in extracellular matrix
remodeling during ovarian folliculogenesis and lymphangiogenesis. Dev. Biol. 2006, 300, 699-709. [CrossRef]

Majmundar, A.J.; Wong, W.].; Simon, M.C. Hypoxia-Inducible Factors and the Response to Hypoxic Stress. Mol. Cell 2010, 40,
294-309. [CrossRef] [PubMed]

Han, P; Guerrero-Netro, H.; Estienne, A.; Cao, B.; Price, C.A. Regulation and action of early growth response 1 in bovine
granulosa cells. Reproduction 2017, 154, 547-557. [CrossRef] [PubMed]

Sayasith, K.; Bouchard, N.; Doré, M.; Sirois, J. Regulation of Bovine Tumor Necrosis Factor-a-Induced Protein 6 in Ovarian
Follicles during the Ovulatory Process and Promoter Activation in Granulosa Cells. Endocrinology 2008, 149, 6213-6225. [CrossRef]
Kang, E.; Kim, K,; Jeon, S.Y;; Jung, ].G.; Kim, H.-K; Lee, H.-B.; Han, W. Targeting CLK4 inhibits the metastasis and progression of
breast cancer by inactivating TGF-3 pathway. Cancer Gene Ther. 2022, 29, 168-1180. [CrossRef]

Park, M.; Park, S.H.; Park, H.; Kim, H.-R.; Lim, H.].; Song, H. ADAMTS-1: A novel target gene of an estrogen-induced transcription
factor, EGR1, critical for embryo implantation in the mouse uterus. Cell Biosci. 2021, 11, 155. [CrossRef] [PubMed]

Veraguas, D.; Gallegos, P.F,; Velasquez, A.E.; Castro, F.O.; Rodriguez-Alvarez, L. FSH stimulation of anestrous cats improves
oocyte quality and development of parthenogenetic embryos. Theriogenology 2017, 87, 25-35. [CrossRef]

Nagyova, E.; Nemcova, L.; Prochazka, R. Expression of tumor necrosis factor alpha-induced protein 6 messenger RNA in porcine
preovulatory ovarian follicles. J. Reprod Dev. 2009, 55, 231-235. [CrossRef]

Zhao, C.; Li, Y.; Qiu, C,; Chen, J.; Wu, H.; Wang, Q.; Ma, X,; Song, K.; Kong, B. Splicing Factor DDX23, Transcriptionally Activated
by E2F1, Promotes Ovarian Cancer Progression by Regulating FOXM1. Front. Oncol. 2021, 11, 749144. [CrossRef]

Tyzack, G.E.; Neeves, J.; Crerar, H.; Klein, P; Ziff, O.; Taha, D.M.; Luisier, R.; Luscombe, N.M.; Patani, R. Aberrant cytoplasmic
intron retention is a blueprint for RNA binding protein mislocalization in VCP-related amyotrophic lateral sclerosis. Brain 2021,
144, 1985-1993. [CrossRef]


http://doi.org/10.1038/nbt.1754
http://www.ncbi.nlm.nih.gov/pubmed/21221095
http://doi.org/10.1093/nar/gky822
http://www.ncbi.nlm.nih.gov/pubmed/30204897
http://doi.org/10.1093/gigascience/giab008
http://doi.org/10.1093/nar/gkw257
http://doi.org/10.1038/nbt.3122
http://doi.org/10.1038/nmeth.4078
http://doi.org/10.12688/f1000research.23297.1
http://doi.org/10.1073/pnas.1419161111
http://doi.org/10.1016/j.plantsci.2021.110862
http://doi.org/10.1210/en.2010-0629
http://www.ncbi.nlm.nih.gov/pubmed/20843998
http://doi.org/10.1093/humupd/dmt049
http://www.ncbi.nlm.nih.gov/pubmed/24097804
http://doi.org/10.1530/REP-14-0436
http://www.ncbi.nlm.nih.gov/pubmed/25861799
http://doi.org/10.1016/j.mce.2012.01.021
http://doi.org/10.1002/mrd.22285
http://doi.org/10.1016/j.anireprosci.2013.11.005
http://doi.org/10.1210/jc.2017-02532
http://doi.org/10.1016/S1471-4906(01)01936-6
http://doi.org/10.2131/jts.40.413
http://doi.org/10.1016/j.ydbio.2006.10.012
http://doi.org/10.1016/j.molcel.2010.09.022
http://www.ncbi.nlm.nih.gov/pubmed/20965423
http://doi.org/10.1530/REP-17-0243
http://www.ncbi.nlm.nih.gov/pubmed/28733346
http://doi.org/10.1210/en.2008-0459
http://doi.org/10.1038/s41417-021-00419-0
http://doi.org/10.1186/s13578-021-00672-8
http://www.ncbi.nlm.nih.gov/pubmed/34348778
http://doi.org/10.1016/j.theriogenology.2016.08.008
http://doi.org/10.1262/jrd.20115
http://doi.org/10.3389/fonc.2021.749144
http://doi.org/10.1093/brain/awab078

	Introduction 
	Materials and Methods 
	Animal and Tissue Samples 
	Library Construction and Sequencing 
	Analysis of RNA-Seq 
	Analysis of Alternative Splicing 
	Experimental Validation 

	Results 
	High-Altitude Stress Affected Gene Expression in Tibetan Sheep 
	High-Altitude Stress Repressed the Expression of Follicle Development Genes 
	Hormone Signaling Transcription Factors Were Central Regulators in Response to High-Altitude Stress 
	Differential Expressed Genes Were Validated by qRT-PCR Experiments 
	Alternative Splicing Is Widespread in Tibetan Sheep 
	High-Altitude Stress Induced Differential Alternative Splicing in an AS-Type-Specific Pattern 
	C2H2-Type Zinc Finger Transcription Factors Enriched in High-Altitude Stress-Related DAS 
	High-Altitude Stress-Associated Retained Introns Were Enriched in RNA Processing Factors 

	Discussion 
	Conclusions 
	References

