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Abstract: Environmental stressors can induce paternal epigenetic modifications that are a key de-
terminant of the intergenerational inheritance of acquired phenotypes in mammals. Some of them
can affect phenotypic expression through inducing changes in tRNA-derived small RNAs (tsRNAs),
which modify paternal epigenetic regulation in sperm. However, it is unclear how these stressors
can affect changes in the expression levels of tsRNAs and their related endonucleases in the male
reproductive organs. We found that Ribonuclease inhibitor 1 (RNH1), an oxidation responder, in-
teracts with ANG to regulate sperm tsRNA generation in the mouse caput epididymis. On the
other hand, inflammation and oxidative stress induced by either lipopolysaccharide (LPS) or palmi-
tate (PA) treatments weakened the RNH1-ANG interaction in the epididymal epithelial cells (EEC).
Accordingly, ANG translocation increased from the nucleus to the cytoplasm, which led to ANG
upregulation and increases in cytoplasmic tsRNA expression levels. In conclusion, as an antioxidant,
RNH1 regulates tsRNA generation through targeting ANG in the mouse caput epididymis. Moreover,
the tsRNA is an epigenetic factor in sperm that modulates paternal inheritance in offspring via the
fertilization process.

Keywords: ribonuclease inhibitor 1 (RNH1); angiogenin (ANG); tRNA-derived small RNAs (tsRNAs);
environmental stresses; epigenetics

1. Introduction

Over the past decades, intergenerational inheritance caused by environmental factors
has attracted increasing interest in the field of epigenetic research [1]. Recent studies showed
that environmental factors, such as mental stress, drugs, and unhealthy eating habits, can
compromise human health. Moreover, the environmental factor-induced acquired traits can
be inherited between generations, and even transmitted across several generations [2–4]. To
probe for the reasons of these biological effects, many studies showed that environmental
exposure, lifestyle, and health status can change the expression profiles of sperm small
non-coding RNAs (sncRNAs). They mainly include tRNA-derived small RNAs (tsRNAs),
rRNA-derived small RNAs (rsRNAs), and microRNAs (miRNAs) [5–7]. These altered non-
coding RNAs can be transmitted from the sperm through fertilization into the offspring and
then modify the regulation of some genes in the zygote. Such interaction may finally result
in the expression of acquired traits by the offspring induced by environmental stresses [7].
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For instance, among these non-coding RNAs, tsRNAs mediate this process in sperm that
accounts for paternal epigenetic inheritance [8].

Mammalian spermatozoa released from the testis extrude most of their cytoplasm,
which nearly terminates transcription. In other words, either the cytoplasmic storage capac-
ity or any transcriptional capability can blunt the results of environmental changes [9,10].
On the other hand, the epididymis is a critical organ for sperm functional maturation, which
is dependent on the interactions between the sperm and epididymal epithelial cells mainly
lining the lumen of the segment between the caput and the corpus epididymis [11,12].
During the epididymal transit, spermatozoa receive additional proteins and non-coding
RNAs from the epididymal lumen through crosstalk with the epididymosomes, a type
of exosome-like extracellular vesicle generated by epididymal epithelial cells [13,14]. On
the other hand, tsRNA expression is significantly increased and exosomes have been re-
ported to transfer tsRNAs into the sperm [11]. Furthermore, it was recently reported that
environmental changes can indirectly induce alteration of tsRNA expression levels in the
sperm, and angiogenin (ANG) in the mouse caput epididymis regulates sperm tsRNAs
and mediates paternal inflammation-induced metabolic disorders in the offspring [15].

RNH1, also named ribonuclease inhibitor 1, is generally expressed in human tis-
sues [16]. This protein contains cytoplasmic leucine-rich repeats, which bind to tryptic-type
ribonuclease with femtomolar affinity, rendering it inactive [16]. Several studies validated
that RNH1 interacts with ANG and prevents tsRNA generation, which acts as an oxidation
and inflammation sensor in cells [17,18]. In addition, RNH1 regulates some miRNAs, such
as miR-21, miR-99a, miR-99b, and miR-101, in various different cell types [19,20]. Thus,
these considerations prompted us to determine whether the RNH1 expression is related to
changes in the tsRNA expression level in the epididymis, and, moreover, what the role of
RNH1 is in sperm maturation.

In the current study, we initially identified the interaction between RNH1 and ANG
in the mouse caput epididymis, and then demonstrated that inflammation and oxida-
tive stress do indeed weaken this interaction, which upregulates ANG-induced tsRNA
expression levels.

2. Materials and Methods
2.1. Animals

All animal experiments were conducted in accordance with the International Guide-
lines for the Protection of Animals Involved in Biomedical Research, and the experimental
protocols were approved by the Ethics Committee of the Shanghai Jiao Tong University
School of Medicine (No. A2019-029 and A2022-048). All mice were housed under pathogen-
free conditions with free access to water and food, temperature and humidity control, and
constant light and dark cycles at the Animal Center of Shanghai Jiao Tong University School
of Medicine.

2.2. Cell Culture

For primary culture of epididymal epithelial cells (EEC), the caput epididymis was
isolated from 3-week-old male mice, and then in the cell culture laboratory, the caput epi-
didymis was cut with eye scissors in sterile PBS containing penicillin and streptomycin. The
treated tissues were dispersed in PBS containing type IV collagenase (2 mg/mL)/DNase
(0.5 mg/mL) for 40 min at 34 ◦C. After PBS washing and gravimetric precipitation, addi-
tional digestion steps were performed with accutase cell dissociation reagent (Innovative
Cell Technologies, San Diego, CA, USA) at 34 ◦C for 15 min. Finally, cells were collected
and washed with PBS by centrifugation at 1000× g for 5 min. Epithelial cells were then
purified by differential adhesion. The purity of primary epididymal epithelial cells was
routinely analyzed by immunofluorescent staining with cytokeratin 8 (CK8) (a marker for
epithelial cells) and vimentin (a marker for fibroblasts as negative control) [21]. In our
previous work, we documented the results of immunofluorescent staining with cytokeratin
8 and vimentin in EEC [22]. EEC were cultured in Iscove’s Modified Dulbecco’s Medium



Antioxidants 2024, 13, 1020 3 of 18

(Gibco, New York, NY, USA) supplemented with 10% fetal bovine serum (FBS) (Gibco) and
1 nM 5α-DHT (Sigma-Aldrich, St. Louis, MO, USA), at 34 ◦C, 5% CO2.

The cell lines 3T3 were obtained from National Collection of Authenticated Cell
Cultures and cultured in Dulbecco’s Modified Eagle Medium (Gibco) containing 10% FBS,
at 37 ◦C, 5% CO2. The 3T3 cell line, also named NIH 3T3, is a fibroblast-like cell line,
which is initially isolated from mouse embryonic tissue. This cell line has become an
important tool widely used in the research field of cell biology and molecular biology
due to its growth characteristics and genetic stability [23,24]. The mouse proximal caput
epididymis-1 (PC1) cell line, a pure population of epithelium-derived caput principal cells,
is generally employed in the study of mammalian epididymal function [25,26], which was
a gift obtained from Dr. Qiang Liu. The PC1 cell line was cultured in Iscove’s Modified
Dulbecco’s Medium (Gibco) supplemented with 10% fetal bovine serum (FBS) (Gibco) and
1 nM 5α-DHT (Sigma-Aldrich), at 34 ◦C, 5% CO2.

2.3. Western Blot Analysis

Tissues or cells were homogenized in an ice bath in a Nuclear and Cytoplasmic Protein
Extraction Kit (Yeasen, Shanghai, China) containing a protease inhibitor mixture (Roche,
Mannheim, Germany), and proteins were extracted as described [27]. Protein concen-
trations were then determined using a BCA protein assay kit (Thermo Fisher Scientific,
Rockford, IL, USA).

Protein samples (20 µg) were separated using 8–15% denaturing polyacrylamide
gels and then transferred to polyvinylidene difluoride membranes (Millipore, Billerica,
MA, USA). The membranes were blocked with 5% bovine serum albumin (BSA) and
then incubated overnight at 4 ◦C with primary antibodies against RNH1 (1:2000 dilution,
Abcam, Cambridge, UK), ANG (1:2000 dilution, Proteintech, Wuhan, China), GAPDH
(1:5000 dilution, Proteintech), and β-actin (1:5000 dilution, Abcam), respectively, followed
by incubation with primary antibodies relevant secondary antibodies (1:2000 dilution,
Proteintech). Signals were generated by enhanced chemiluminescence (Millipore) and
detected with a luminescence image analyzer (GE Imagination LAS 4000, GE imagination
at work, Barrington, IL, USA). Finally, the results of protein band intensity were quantified
with ImageJ (USA) software version 1.54j.

2.4. Immunofluorescence (IF) Analysis

EEC were cultured on glass-bottom Petri dishes (Cellvis, Mountain View, CA, USA).
Slides or culture dishes were then fixed with 20% paraformaldehyde for 4 min at 4 ◦C.
Non-specific binding sites were blocked with 10% BSA/PBS for 60 min at room tempera-
ture, followed by permeabilization treatment with 0.1% TritonX-100 for 10 min. Sections
were incubated with RNH1 antibody (1:200 dilution, Santa Cruz Biotechnology, Dallas,
TX, USA) and/or ANG antibody (1:200 dilution, Proteintech), respectively, overnight at
4 ◦C. Meanwhile, normal rabbit IgG or normal mouse IgG was used as the negative control.
After washing with PBS three times, then the fluorescently labeled secondary antibodies
(Alexa Fluor 488 AffiniPure Goat Anti-Rabbit IgG (H + L) or Alexa Fluor 594 AffiniPure
Goat Anti-Mouse IgG (H + L), 1:200 dilution; Yeasen) were employed and incubated
with sections for 2 h, while cell nuclei were re-stained with DAPI (Sigma-Aldrich). Flu-
orescence signals were detected under a laser scanning confocal microscope (Carl Zeiss
LSM-8, Oberkochen, Germany) equipped with an argon laser (510 nm), a helium/neon laser
(488 nm), an EC Plan-NEOFLUAR 543×/63.1 objective, and a LD LCI Plan-APOCHROMAT
25×/25.0 objective (Zeiss, Oberkochen, Germany). Digital images were taken and pro-
cessed using AIM software Ver. 3.63.15 (Zeiss Systems). The strength of co-localization was
quantified by ImageJ (USA) software.

2.5. Co-Immunoprecipitation

Protein samples were washed with PBS and then harvested and lysed directly in RIPA
lysis buffer. Lysates were incubated with beads (Yeasen) with rotation at 4 ◦C overnight.
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Then RNH1 (Abcam) was added with rotation at 4 ◦C for 2 h. Beads were washed with
PBST lysis buffer three times. Proteins were released from beads after denatured and boiled,
then separated with SDS-PAGE for immediate immunoblotting.

2.6. Plasmids and Transfection

The EEC were cultured in IMDM Medium (Gibco) containing 10% FBS in six-well
plates. The 3T3 cells were cultured in DMEM Medium (Gibco) containing 10% FBS in
six-well plates. Overexpression group was transfected with a plvx-Puro vector containing
full-length mouse Rnh1 sequence. RNAi group was transfected with Rnh1 RNAi targeting
to nucleotides 263 to 289 within the Rnh1 mRNA (GenBank accession no. NM_001172100.1).
RT-qPCR analyses evaluated the efficiency of Rnh1 overexpression or knockdown. The
mutant Rnh1 was constructed by Mut Express II Fast Mutagenesis Kit V2 (Vazyme, Nan-
jing, China).

EEC or 3T3 cells were transfected with plasmids using HighGene transfection reagent
(Abclonal, Wuhan, China) according to the manufacturer’s instructions. Proteins were
harvested at 48 h post-transfection.

2.7. Cell Treatment

For stress simulation, primary EEC or PC1 cells were treated with 200 µM PA (Macklin,
Shanghai, China) or 10 µg/mL of LPS (Sigma-Aldrich), respectively, for 48 h to establish
the cell model of oxidative stress or inflammatory damage as reported previously [28,29].

2.8. The Construction of the Inflammation Model

In the inflammation model, 8-week-old male mice were injected intraperitoneally with
LPS (10 mg/kg) every other day for 1 week as described previously [15]. Control mice
were injected with the same volume (100 µL) of sterile saline. All dilutions were made in
endotoxin-free 0.9% NaCl (w/v) water.

2.9. RNA Extraction, Reverse Transcription, and Quantitative RT-PCR Analysis

Tissues or cells were homogenized in TRIzol reagent (Invitrogen, Frederick, MD,
USA) and total RNA was extracted according to the manufacturer’s protocol. cDNA was
synthesized according to the PrimeScript™ RT reagent Kit (Takara, Shiga, Japan) and total
cDNA was amplified using TB Green® Premix DimerEraser™ (Takara) on a 7500 real-time
PCR system (Applied Biosystems, Foster City, CA, USA). Primer sequences for reverse
transcription and RT-qPCR analysis are listed in Supplementary Table S1.

2.10. Small RNA qPCR

Tissues or cells were homogenized in TRIzol reagent and the total RNAs were ex-
tracted according to the manufacturer’s protocol. For validation of the differential tsRNAs
levels, 1 µg RNA was reverse-transcribed using PrimeScript™ RT reagent Kit (Takara)
and tsRNA-specific stem-loop RT primers (Supplementary Table S1). RT-qPCR was per-
formed to measure small RNA expression on the ABI ProFlex PCR thermal cycler (Applied
Biosystems). U6 was used as an endogenous control to standardize differences.

2.11. Extraction and Identification of Exosomes

To isolate exosomes from the cell supernatant, serum-free medium was collected and
concentrated by ultrafiltration (3000× g, 30 min, 4 ◦C). Then, polymer precipitation of
the concentrated medium was performed by using the Hieff Quick Exosome Isolation Kit
(Yeasen), as described previously [30]. Finally, the precipitated exosomes were resuspended
in PBS solution and further purified by means of an exosome purification column (Yeasen).

2.12. Nuclear and Cytoplasmic Proteins Extraction

Nuclear and cytoplasmic proteins were extracted by Nuclear and Cytoplasmic Protein
Extraction Kit (Yeasen). The cells in the Petri dish were washed with PBS three times and
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scraped off with a cell scraper and blown down into a pipette by centrifugation at 100× g
for 5 min to collect the cell sediment. Two hundred µL of PMSF-containing Cytoplasmic
Extraction Reagent A was added in twenty µL of cell sediment. Cellular precipitate
was vortexed vigorously at maximum speed for 5 s to completely suspend. Ten µL of
Cytoplasmic Protein Extraction Reagent B was added. The mixture was vortexed vigorously
at maximum speed for 5 s and incubated in an ice bath for 1 min. The mixture was vortexed
vigorously again at maximum speed for 5 s and centrifuged at 12,000~16,000× g for 5 min at
4 ◦C. Subsequently, the supernatant was immediately pipetted into a pre-cooled plastic tube,
and then the supernatant containing cytosolic proteins was extracted. After completing
aspiration from the supernatant, 50 µL of nuclear extraction reagent containing PMSF was
added to the precipitate. Next, the precipitate was vortexed vigorously at maximum speed
for 15~30 s to completely suspend and disperse the precipitate. The mixture was then
returned to an ice bath and vortexed vigorously at high speed for 15–30 s every 1–2 min
during a total of 30 min. Centrifugation was performed at 12,000~16,000× g for 10 min
at 4 ◦C. The supernatant was immediately aspirated into a pre-cooled plastic tube, which
contained the extracted nuclear proteins. GAPDH was used as a cytoplasmic reference
gene, whereas H3 was used as a nuclear reference gene.

2.13. Statistical Analysis

Statistical analyses were performed by GraphPad Prism version 8 software, includ-
ing an unpaired Student’s t-test. All data are expressed as mean ± SD, representing
three independent experiments. ns represents not significant; * p < 0.05; ** p < 0.01; and
*** p < 0.001.

3. Results
3.1. RNH1 Is Highly Expressed in Mouse Caput Epididymis

To determine whether RNH1 expression has possible biological function, Western
blot analysis was used to compare its protein expression levels in different mouse tis-
sues. The results showed that among these 11 different mouse tissues, RNH1 was more
highly expressed in the testis, ovary and caput epididymis than in the liver, spleen, lung,
kidney, brain, and intestine (Figure 1A). The high level of RNH1 expression in the epi-
didymis suggested that it may be involved in the reproductive process during sperm
epididymal maturation.

The epididymis is a critical reproductive organ involved in sperm maturation, and
it has marked importance in the caput epididymis. To explore the role of RNH1 in male
reproduction, we measured the RNH1 expression levels in three different sections of the
mouse epididymis. They include the caput epididymis, corpus epididymis, and cauda
epididymis. Western blotting analysis indicated that the RNH1 expression level was much
higher in the mouse caput epididymis than in either the corpus epididymis or the cauda
epididymis (Figure 1B). It is noteworthy that the RNH1 protein expression levels were
higher in the second and third parts of the caput epididymis (Figure 1B), which is consistent
with its role in mediating exosome excretion [10,11]. There are three developmental periods
in the postnatal epididymis. They include the undifferentiated period, differentiation
period, and post-differentiation period. Western blot analysis showed that the expression
level of RNH1 increased in the caput epididymis during its postnatal development. Initially,
RNH1 in the mouse caput epididymis were present at a very low level before 3 weeks
(corresponding to the undifferentiated period), and then they gradually rose from 3 to
5 weeks (corresponding to the differentiation period); finally, after 8 weeks (corresponding
to the post-differentiation period), the RNH1 expression level reached its highest level in
the caput epididymis (Figure 1C). Moreover, in order to precisely document the RNH1
distribution in the mouse caput epididymis, we isolated primary epididymal epithelial
cells (EEC). The results of immunofluorescence staining revealed that RNH1 in the EEC
were distributed in both the nucleus and the cytoplasm (Figure 1D). Therefore, all these
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results indicated that the function of RNH1 may vary during epididymal epithelial cell
development and sperm maturation.
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Figure 1. High RNH1 expression in caput epididymis. (A) Expression of RNH1 protein detected
by Western blotting in various mouse tissues. The tissue samples (liver, spleen, lung, kidney, brain,
intestine, testis, caput epididymis and cauda epididymis) were from 8-week-old male mice, and
ovarian and uterine tissues were from 8-week-old female mice. (B) The expression of RNH1 in caput
epididymis, corpus epididymis, and cauda epididymis. (C) Western blotting detection of RNH1 in
caput epididymis at 1 w, 2 w, 3 w, 5 w, and 8 w, respectively. (D) Immunofluorescent staining was
used to identify localization of RNH1 protein in EEC.

3.2. Interaction between RNH1 and ANG in EEC

Several studies showed that RNH1 interacts with ANG in different cell types [31].
To validate this relationship between RNH1 and ANG in EEC, co-immunoprecipitation
analysis was performed. Western blotting confirmed an interaction between RNH1 and
ANG (Figure 2A), indicating that RNH1 can bind with ANG in the caput epididymis and
subsequently RNH1 may block ANG function. Thus, to further investigate the interaction
between these two proteins, immunofluorescence staining was also performed in EEC. The
results showed that RNH1 and ANG co-localized in both the EEC nucleus and cytoplasm
(Figure 2B). Furthermore, a previous study reported that the mutation of Gly85 and Gly86
in the ANG protein disrupted its interaction with RNH1 [17]. Then, we constructed the
mutant RNH1 (RNH1-mut), in which W263R and S289R are its sites of interaction with
ANG [32]. The co-immunoprecipitation results strongly suggested that the interaction of
RNH1 and ANG was largely disrupted in the 3T3 cell line (Figure 2C). Thus, our findings
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suggested that RNH1 interacted with ANG in the caput epididymis, which may be involved
in the generation of tsRNAs.
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Figure 2. Interaction between RNH1 and ANG in epididymal epithelial cells. (A) Western blotting
analysis validated interaction between RNH1 and ANG in EEC. (B) Immunofluorescent staining
of ANG (green), RNH1 (red) and DAPI (blue) in EEC. (C) Western blotting analysis detected the
interaction between the mutant RNH1 and ANG in 3T3 cells.

3.3. Upregulated Epididymal Cytoplasmic ANG Levels under Environmental Stress In Vivo and
In Vitro

Inflammation or oxidative stress can induce the expression of ANG [33]. To investigate
whether some representative environmental stresses can upregulate the expression levels
of ANG in the caput epididymis or EEC, we constructed mouse inflammation models by
injecting a pathophysiological dose of lipopolysaccharide (LPS) into the mouse abdominal
cavity. Since ANG generates tsRNAs through cleavage of tRNA in the cytoplasm [34],
we utilized a cytoplasmic extraction reagent to separate and isolate ANG protein and
subsequently measure their expression levels in the cytoplasm of the caput epididymis.
Compared to control mice, Western blot analysis showed that the level of cytoplasmic
ANG was significantly higher in the caput epididymis isolated from LPS-injected mice
(Figure 3A). Moreover, we exposed EEC and proximal caput epididymis-1 (PC1) cells to
pathophysiological concentrations of LPS or palmitate (PA). These stressors significantly
upregulated ANG expression levels in the cytoplasm of both EEC (Figure 3B) and PC1
cells (Figure 3C). In conclusion, relevant inflammation and oxidative stress upregulated the
cytoplasmic ANG expression levels in EEC and PC1 cells, and these alterations may lead to
rises in the sperm tsRNAs.
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1 
 

 

Figure 3. Environmental stress-induced upregulation of both in vivo epididymal cytoplasmic
ANG expression and in vitro. (A) Western blot analysis of ANG in the cytoplasm of caput epididymis
identified stress-induced ANG upregulation. (B) Western blot analysis of stress-induced upregulation
of cytoplasmic ANG expression in EEC after 48 h. (C) Western blotting of ANG protein expression in
the cytoplasm of PC1 cells after 48 h exposure to stress conditions. Average value of control group
was identified as 1. * p < 0.05, ** p < 0.01.

3.4. Inflammation and Oxidative Stress Weakened the Interaction of RNH1 and ANG in EEC

RNH1 is an inflammation and oxidative stress sensor in different types of cells [17,35].
To investigate its role in the epididymis under environmental stress, we measured the
RNH1 protein expression level in EEC resulting from either LPS or PA treatment. Western
blot analysis showed that the RNH1 expression levels were unchanged under environmen-
tal stress in the cytoplasm of EEC (Figure 4A) and PC1 cells (Figure 4B). Moreover, to probe
for whether environmental stress can interfere with the interaction of RNH1 and ANG,
immunofluorescence staining analysis measured both RNH1 and ANG protein localization
in EEC. We found that either LPS or PA treatment weakened their co-localization in both
the nucleus and cytoplasm of EEC (Figure 4C). Meanwhile, we discovered that EEC nuclear
ANG localization significantly decreased (Figure 4C). Additionally, co-immunoprecipitation
analysis was performed in EEC under LPS or PA treatment in order to evaluate the interac-
tion of RNH1 and ANG. Such treatment significantly weakened the interaction between
RNH1 and ANG in whole cells (Figure 4D,E).
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(A,B) Western blot analysis of RNH1 in cytoplasm under environmental stresses in EEC (A) and
PC1 cells (B). (C) Immunofluorescent staining reveals localization of RNH1 and ANG under LPS or
PA treatment. (D,E) Western blot analyses documents interaction between RNH1 and ANG under
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LPS or PA treatment in EEC (F) and PC1 cells (G). (H,I) Western blot analysis reveals ANG levels in
EEC (H) and PC1 (I), respectively, under LPS or PA treatment. (J,K) Western blot analysis reveals
ANG cytoplasmic and nuclear expression levels in EEC (J) and PC1 cells (K), respectively, under
environmental stresses. GAPDH was used as a cytoplasmic reference gene, whereas H3 was used as
a nuclear reference gene. ns: no significance. ** p < 0.01, *** p < 0.001.
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Since exposure to representative environmental factors increased the cytoplasmic
ANG expression levels in EEC, we presumed that this response was mediated through
upregulation of its mRNA expression. The results of RT-qPCR analysis showed instead that
the mRNA level of ANG was invariant in both EEC (Figure 4F) and PC1 cells (Figure 4G).
Western blot analysis also showed that the ANG protein expression levels remained un-
changed in whole EEC and PC1 cells (Figure 4H,I). ANG cleaves tRNAs in the cytoplasm
in response to various stresses, which then generate tsRNAs and they ultimately inhibit
translation initiation [34]. Thus, we hypothesized that environmental stress weakened the
interaction of RNH1 and ANG, which resulted in ANG release from the nucleus into the
cytoplasm. Therefore, under either LPS or PA treatment, we detected both nuclear and
cytoplasmic ANG levels in EEC. Western blot analysis showed these stresses increased the
cytoplasmic ANG expression levels, whereas its nuclear expression level decreased in EEC
(Figure 4J,K). Accordingly, we conclude that either an inflammatory or oxidative stress
weakens the interaction between RNH1 and ANG in the EEC. This detachment unwinds
nuclear ANG, which is then translocated to the cytoplasm to finally generate more tsRNAs.

3.5. LPS or PA Treatment Increases Levels of tsRNAs in Epididymal Epithelial Cells

Since inflammation and oxidative stress weakened the interaction between RNH1 and
ANG, we determined the underlying mechanism that accounts for how ANG upregulates
the production of tsRNAs. This was performed by measuring the expression levels of
three tsRNAs. They include 5′-tiRNA-Gly, 5′-tiRNA-Val, and 5′-tiRNA-Glu, which ANG
generated under stress [15]. RT-qPCR analysis showed that either LPS or PA treatment
increased all their expression levels in EEC (Figure 5A) and PC1 cells (Figure 5B). In addition,
the effects of these two stresses were measured on the tsRNA content in exosomes that
were released from EEC. As anticipated, their expression levels also increased in both the
isolated exosomes and in EEC (Figure 5C). Therefore, we hypothesized that environmental
stress exposure induces cytoplasmic increases in ANG expression levels in EEC, which
enhances the process of tRNA cleavage and then upregulates the levels of tsRNAs. These
rises account for their heightened transfer by exosomes into sperm in the epididymal fluid
that EEC secrete.Antioxidants 2024, 13, x FOR PEER REVIEW 11 of 18 
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Figure 5. LPS or PA-induced rises in tsRNAs in EEC and exosomes. (A) The levels of three tsRNAs,
5′-tiRNA-Gly, 5′-tiRNA-Val, and 5′-tiRNA-Glu in EEC under stress conditions. (B) RT-qPCR analyses
of three tsRNAs in PC1 in the presence of LPS or PA. (C) RT-qPCR analyses of three tsRNAs in
exosomes isolated from EEC under LPS or PA treatment. * p < 0.05, ** p < 0.01 and *** p < 0.001.
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3.6. RNH1 Participates in the Process of tsRNA Generation Produced by ANG in EEC

To validate that RNH1 participates in the process of tRNA cleavage, we overexpressed
the Rnh1 gene in EEC in vitro. The results confirm that the overexpression of Rnh1 signifi-
cantly decreased the expression levels of the three abovementioned tsRNAs (5′-tiRNA-Gly,
5′-tiRNA-Val, and 5′-tiRNA-Glu), suggesting that RNH1 plays a critical role in the gen-
eration of tsRNAs in mammalian cells (Figure 6A). Conversely, the levels of these three
tsRNAs significantly increased when Rnh1 gene was knocked down in EEC (Figure 6B).
Since the linkage sites are known of RNH1 and ANG [32], the constructed mutant Rnh1
forms were transfected into EEC and the expressed levels of 5′-tiRNA-Gly, 5′-tiRNA-Val,
and 5′-tiRNA-Glu were measured. The results also showed that the levels of these three tsR-
NAs were much higher in the mutant Rnh1-transfected EEC and the control group (vector
plasmid transfected EEC) than those in the Rnh1-overexpressed EEC (Figure 6C). Mean-
while, these three tsRNAs expression levels were the same as those expressed by the mutant
Rnh1-transfected EEC and the control group. Thus, our findings clearly demonstrate that
RNH1 plays an important role in the generation of sperm tsRNAs.
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Figure 6. RNH1 blunts ANG-induced increases in tsRNA generation. (A) RT-qPCR showed that
overexpression of Rnh1 significantly decreased the level of three tsRNAs, 5′-tiRNA-Gly, 5′-tiRNA-Val,
and 5′-tiRNA-Glu, in EEC. (B) The levels of three tsRNAs increased in Rnh1 knocked down EEC.
(C) RT-qPCR analysis of three tsRNA levels in Rnh1-overexpressed EEC compared to those in the
mutant Rnh1 transfected EEC or in the control group (vector plasmid transfected EEC). * p < 0.05,
** p < 0.01 and *** p < 0.001.
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4. Discussion

The intergenerational inheritance of acquired phenotypes induced by exposure to
representative environmental stresses is a timely research topic generating much interest
in the epigenetics research community. The relevance of factors such as maternal health,
lifestyle, and perinatal conditions that can result in embryonic diseases is receiving exten-
sive attention in recent years [36–38]. However, the possible long-term effects of paternal
factors have not been adequately evaluated on embryonic development and offspring
health. Increasing evidence documents that unhealthy paternal nutritional status, such as a
high-fat, high-sugar, or low-protein diet in mammals, can indeed induce poor sperm quality
and non-DNA sequence-based epigenetic changes in sperm, finally leading to metabolic
disorders in the offspring [6,39,40].

tsRNAs, a paternal epigenetic factor, have been generally recognized by many different
types of studies [7], whereas ANG is an endonuclease which cleaves tRNA in mammalian
caput epididymis [15]. On the other hand, in most reports, the heritable tsRNA alterations
are mainly and passively caused by exposure to external environmental stressors [41].
Moreover, the underlying mechanism that describes how some environmental factors alter
ANG biological function and ultimately induce changes in tsRNA expression levels is
rarely studied. In the current study, we found that RNH1, an external environmental
sensor, interacts with ANG in epididymal epithelial cells. Furthermore, our results show
that RNH1 is involved in the process of tsRNA generation produced by ANG. Therefore,
these findings elucidate how environmental factors such as inflammation and oxidative
stress initially increase the generation of tsRNAs in the epididymis and ultimately alter
paternal inheritance.

tsRNAs vary in lengths between 16 and 35 nucleotides (nts) and are produced by
cleavage at different sites on mature tRNAs or precursor tRNAs [42,43], which are precisely
regulated by different ribonucleases such as Dicer, ANG, and RNase T2 [22]. Accord-
ing to their origin and composition, these tsRNAs have been grouped into six different
classes, including tRF-5s and tRF-3s, i-tRFs, tRF-1, and 5′- and 3′-tRNA halves (also called
tiRNAs) [44]. The biogenesis of different tsRNA species is attributed to endonucleases
targeting the varied tRNA loop structures (D-, anticodon-, variable-, and T-loops). For
instance, the generation of short tsRNAs via the cleavage in the D or T regions occurs
in a Dicer-dependent manner [45]. Under hypoxic conditions, Dicer1 can upregulate the
expression of tRF-20-MEJB5Y13 [46]. ANG generates tiRNAs by cleaving tRNAs in the
anticodon region. This process is triggered by a variety of environmental stresses stimuli,
such as oxidation, heat/cold shock and UV irradiation in cancer cells [47–49]. Meanwhile,
the yeast RNase T2, Rny1p, generates long tsRNAs via the cleavage in the anticodon
region [50,51] and it is also the main producer of long and short tsRNAs in plants [52].
The current study employed immunoprecipitation and immunofluorescence analyses to
reveal that RNH1 interacts with ANG in the mouse caput epididymis, which is involved in
tsRNA generation.

Prior studies showed that exposure to an environmental stress altered sperm tsRNAs.
For example, one study initially reported that a subset of tsRNAs in sperm have an altered
expression profile and RNA modifications appear in mice fed a high-fat diet [53]. Subse-
quently, another study demonstrated that even excessive maternal feeding programmed
hedonic and metabolic phenotypes across several generations through transmission of
sperm tsRNAs into the offspring [37]. Moreover, factors such as a low-protein diet, aged
paternal sperm, chemical exposure, and infection can also induce dysfunctional changes in
the expression profile of sperm tsRNAs [6,54–56]. These altered sperm tsRNAs have been
documented to participate in intergenerational epigenetic inheritance of paternal traits [6,7].
In the present study, Western blot analysis showed that the ANG protein expression level
was upregulated in the caput epididymis cytoplasm of a murine inflammation model.
Meanwhile, as a consequence of either LPS or PA treatment, increases occurred in the
ANG protein expression levels in the cytoplasm of EEC and the PC1 cell line, whereas the
interaction of RNH1 and ANG was weakened to a large degree in EEC. Furthermore, such
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stresses instead increased the ANG-induced expression levels of tsRNAs, 5′-tiRNA-Gly,
5′-tiRNA-Val, and 5′-tiRNA-Glu. Accordingly, our results suggest that exposure to environ-
mental stressors such as LPS or PA weaken the binding and interaction between RNH1 and
ANG, resulting in the release of ANG from the nucleus and increases in the levels of both
ANG and tsRNAs in the cytoplasm of EEC. Additionally, ANG also cleaves pRNA in the
nucleolus to de-repress rDNA transcription, activate rRNA production, and subsequently
enhance global protein synthesis by increasing ribosome biogenesis [57–59]. Interestingly,
in recent years, numerous rsRNAs were discovered in sperm by a new spinoff procedure of
small RNA sequence analysis such as PANDORA sequencing. These procedures identified
altered rsRNAs which also participate in the process of sperm maturation [60].

Notably, several studies have shown that RNH1 is a cytosolic leucine-rich repeat
protein that can directly respond to an environmental stress [61]. For instance, under
inflammatory conditions, RNH1 inhibits inflammatory vesicle activation by controlling
proteasome-mediated degradation of cystathione-1, a downstream effector molecule [35,62].
On the other hand, RNH1 plays an antioxidant role in the protection of cells from redox
stress by inhibiting the RNases [16]. To confirm the function of RNH1 on regulating tsRNA
generation produced by ANG, we overexpressed the Rnh1 gene in EEC in vitro. This
procedure significantly decreased the expression levels of tsRNAs, 5′-tiRNA-Gly, 5′-tiRNA-
Val, and 5′-tiRNA-Glu, which are produced by ANG. Conversely, when we knocked down
the Rnh1 gene in EEC, the levels of these three tsRNAs significantly increased. Additionally,
since the interaction sites of RNH1 and ANG have been reported, we then constructed a
mutant Rnh1 to evaluate the interaction between RNH1 and ANG. Western blot analysis
showed that interaction between these two proteins was largely disrupted in the mutant
transfected Rnh1-3T3 cells. Furthermore, the three tsRNA expression levels were much
higher in both the mutant transfected Rnh1-EEC group and the control group (vector
plasmid transfected EEC) than those in the overexpressed Rnh1-EEC groups.

It should be pointed out that the aim of the current study entailed determining a
potential role of the novel tsRNAs in sperm because a great number of clinical studies
demonstrated that several tsRNAs could be new biomarkers in the diagnosis and treatment
of diverse types of cancer, such as breast cancer, ovarian cancer, lung cancer, prostate cancer,
and colorectal cancer [49,63]. Moreover, one study revealed that some sperm tsRNAs can
serve as candidate biomarkers for the diagnostic assessment of sperm epigenetic health and
their potential effects on the metabolic health of the offspring [64]. However, a clear mecha-
nism underlying this intergenerational epigenetic inheritance, especially the accurate source
and function of these novel tsRNAs during the development and metabolic regulation in
the offspring, still needs to be further elucidated. Since tsRNAs are similar to miRNAs in
length and both of them have 5′-phosphate and 3′-hydroxyl groups, they can serve as key
regulators of myriad biological processes in gene transcription or translation [65,66]. For
instance, some reports showed that tsRNAs are important for the maintenance of normal
homeostasis, ribosome biogenesis, regulating the cell cycle, retrotransposon regulation,
and inhibiting protein synthesis under various conditions [67–69]. Therefore, we hypoth-
esized that the tsRNAs regulate the expression of proteins, such as histone deacetylase,
histone demethylase, and histone methyltransferase, which participate in the modification
of histone. Several recent studies documented that the acquired epigenetic traits could
be transmitted to offspring via CpG islands in mice [4,70], and H3K27me3 epialleles of
sperm were transgenerationally transmitted in cis locations [71]. Additionally, one report
showed that a specific histone modification could also be a transgenerational epigenetic
signal relevant to controlling lipid metabolism in Caenorhabditis elegans [72].

5. Conclusions

Our findings initially demonstrated that RNH1 could be a critical antioxidant in medi-
ating ANG-induced tsRNA biogenesis in mouse caput epididymis. For instance, RNH1
acting as a ribonuclease inhibitor responds to environment factors such as inflammation
and oxidative stress and regulates sperm tsRNA generation via its interaction with ANG.
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Subsequently, the induced acquired traits are transferred to the offspring via exosome
delivery in the epididymal fluid (Figure 7). Therefore, as a critical antioxidant to regulate
the biogenesis of tsRNAs in epididymis, RNH1 may become a candidate for new markers
for paternal intergenerational inheritance. However, additional study is still needed to
generate a more detailed mechanism that describes how this type of intergenerational
epigenetic inheritance develops. Specifically, it will be relevant to determine how tsRNAs
affect control of offspring development; i.e., the relationship still needs to be further investi-
gated regarding how sperm tsRNAs interact with some unique epigenetic factors to control
the developmental process.
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release and its translocation from the nucleus to the cytoplasm. Accordingly, rises in the cytoplasmic
ANG expression level induce increases in the tsRNA expression levels in both the EEC cytoplasm
and its exosomes (epididymosomes). Subsequently, exosomes deliver tsRNAs into the sperm.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/antiox13081020/s1, Supplementary Table S1. Sequences of primers
used for RT-qPCR analysis.

https://www.mdpi.com/article/10.3390/antiox13081020/s1
https://www.mdpi.com/article/10.3390/antiox13081020/s1


Antioxidants 2024, 13, 1020 15 of 18

Author Contributions: Z.M. and N.T. conducted and performed experiments, analyzed data, and
prepared the initial manuscript. R.Z., H.D. and K.C. analyzed the data. Y.L. and Z.D. designed and
supervised the project and provided final approval of the manuscript. All authors have read and
agreed to the published version of the manuscript.

Funding: This research project was supported by grants from the National Natural Science Founda-
tion of China (No. 82171595 and No. 82071694) and the Science and Technology Commission of Shang-
hai Municipality (No. 201409005800, No. 21140904000, No. 22140904200, and No. 23ZR1436000).

Institutional Review Board Statement: All animal experiments were conducted in accordance with
the International Guidelines for the Protection of Animals Involved in Biomedical Research, and the
experimental protocols were approved by the Ethics Committee of the Shanghai Jiao Tong University
School of Medicine (No. A2019-029 and A2022-048 from February 2019 and April 2022, respectively).

Informed Consent Statement: All authors approve the final manuscript and concurred with
this submission.

Data Availability Statement: Data reported in this paper will be shared by the lead contact upon
request. This paper does not report original code. Any additional information required to reanalyze
the data reported in this paper is available from the lead contact upon request.

Acknowledgments: The authors are very grateful to Peter Reinach for his extensive and detailed
support in improving the manuscript.

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

References
1. Wei, Y.; Schatten, H.; Sun, Q.Y. Environmental epigenetic inheritance through gametes and implications for human reproduction.

Hum. Reprod. Update 2015, 21, 194–208. [CrossRef]
2. Non, A.L.; Binder, A.M.; Kubzansky, L.D.; Michels, K.B. Genome-wide DNA methylation in neonates exposed to maternal

depression, anxiety, or SSRI medication during pregnancy. Epigenetics 2014, 9, 964–972. [CrossRef] [PubMed]
3. CARE Study Group. Maternal caffeine intake during pregnancy and risk of fetal growth restriction: A large prospective

observational study. BMJ 2008, 337, a2332. [CrossRef]
4. Ma, Z.; Wang, Y.; Quan, Y.; Wang, Z.; Liu, Y.; Ding, Z. Maternal obesity alters methylation level of cytosine in CpG island for

epigenetic inheritance in fetal umbilical cord blood. Hum. Genom. 2022, 16, 34. [CrossRef] [PubMed]
5. Liu, J.; Shi, J.; Hernandez, R.; Li, X.; Konchadi, P.; Miyake, Y.; Chen, Q.; Zhou, T.; Zhou, C. Paternal phthalate exposure-elicited

offspring metabolic disorders are associated with altered sperm small RNAs in mice. Environ. Int. 2023, 172, 107769. [CrossRef]
[PubMed]

6. Yoshida, K.; Maekawa, T.; Ly, N.H.; Fujita, S.I.; Muratani, M.; Ando, M.; Katou, Y.; Araki, H.; Miura, F.; Shirahige, K.; et al.
ATF7-Dependent Epigenetic Changes Are Required for the Intergenerational Effect of a Paternal Low-Protein Diet. Mol. Cell 2020,
78, 445–458.e6. [CrossRef] [PubMed]

7. Chen, Q.; Yan, M.; Cao, Z.; Li, X.; Zhang, Y.; Shi, J.; Feng, G.H.; Peng, H.; Zhang, X.; Zhang, Y.; et al. Sperm tsRNAs contribute to
intergenerational inheritance of an acquired metabolic disorder. Science 2016, 351, 397–400. [CrossRef] [PubMed]

8. Ren, L.; Xin, Y.; Sun, X.; Zhang, Y.; Chen, Y.; Liu, S.; He, B. Small Noncoding RNAs Contribute to Sperm Oxidative Stress-Induced
Programming of Behavioral and Metabolic Phenotypes in Offspring. Oxid. Med. Cell. Longev. 2022, 2022, 6877283. [CrossRef]
[PubMed]

9. Conine, C.C.; Sun, F.; Song, L.; Rivera-Pérez, J.A.; Rando, O.J. Small RNAs Gained during Epididymal Transit of Sperm Are
Essential for Embryonic Development in Mice. Dev. Cell 2018, 46, 470–480.e3. [CrossRef]

10. Nätt, D.; Öst, A. Male reproductive health and intergenerational metabolic responses from a small RNA perspective. J. Intern.
Med. 2020, 288, 305–320. [CrossRef]

11. Trigg, N.A.; Eamens, A.L.; Nixon, B. The contribution of epididymosomes to the sperm small RNA profile. Reproduction 2019,
157, R209–R223. [CrossRef] [PubMed]

12. Reilly, J.N.; McLaughlin, E.A.; Stanger, S.J.; Anderson, A.L.; Hutcheon, K.; Church, K.; Mihalas, B.P.; Tyagi, S.; Holt, J.E.; Eamens,
A.L.; et al. Characterisation of mouse epididymosomes reveals a complex profile of microRNAs and a potential mechanism for
modification of the sperm epigenome. Sci. Rep. 2016, 6, 31794. [CrossRef] [PubMed]

13. Barrachina, F.; Battistone, M.A.; Castillo, J.; Mallofré, C.; Jodar, M.; Breton, S.; Oliva, R. Sperm acquire epididymis-derived
proteins through epididymosomes. Hum. Reprod. 2022, 37, 651–668. [CrossRef] [PubMed]

14. Zhou, W.; Stanger, S.J.; Anderson, A.L.; Bernstein, I.R.; De Iuliis, G.N.; McCluskey, A.; McLaughlin, E.A.; Dun, M.D.; Nixon, B.
Mechanisms of tethering and cargo transfer during epididymosome-sperm interactions. BMC Biol. 2019, 17, 35. [CrossRef]

15. Zhang, Y.; Ren, L.; Sun, X.; Zhang, Z.; Liu, J.; Xin, Y.; Yu, J.; Jia, Y.; Sheng, J.; Hu, G.F.; et al. Angiogenin mediates paternal
inflammation-induced metabolic disorders in offspring through sperm tsRNAs. Nat. Commun. 2021, 12, 6673. [CrossRef]

https://doi.org/10.1093/humupd/dmu061
https://doi.org/10.4161/epi.28853
https://www.ncbi.nlm.nih.gov/pubmed/24751725
https://doi.org/10.1136/bmj.a2332
https://doi.org/10.1186/s40246-022-00410-2
https://www.ncbi.nlm.nih.gov/pubmed/36045397
https://doi.org/10.1016/j.envint.2023.107769
https://www.ncbi.nlm.nih.gov/pubmed/36709676
https://doi.org/10.1016/j.molcel.2020.02.028
https://www.ncbi.nlm.nih.gov/pubmed/32197065
https://doi.org/10.1126/science.aad7977
https://www.ncbi.nlm.nih.gov/pubmed/26721680
https://doi.org/10.1155/2022/6877283
https://www.ncbi.nlm.nih.gov/pubmed/35707281
https://doi.org/10.1016/j.devcel.2018.06.024
https://doi.org/10.1111/joim.13096
https://doi.org/10.1530/REP-18-0480
https://www.ncbi.nlm.nih.gov/pubmed/30780129
https://doi.org/10.1038/srep31794
https://www.ncbi.nlm.nih.gov/pubmed/27549865
https://doi.org/10.1093/humrep/deac015
https://www.ncbi.nlm.nih.gov/pubmed/35137089
https://doi.org/10.1186/s12915-019-0653-5
https://doi.org/10.1038/s41467-021-26909-1


Antioxidants 2024, 13, 1020 16 of 18

16. Dickson, K.A.; Haigis, M.C.; Raines, R.T. Ribonuclease inhibitor: Structure and function. Prog. Nucleic Acid Res. Mol. Biol. 2005,
80, 349–374.

17. Dickson, K.A.; Kang, D.K.; Kwon, Y.S.; Kim, J.C.; Leland, P.A.; Kim, B.M.; Chang, S.I.; Raines, R.T. Ribonuclease inhibitor regulates
neovascularization by human angiogenin. Biochemistry 2009, 48, 3804–3806. [CrossRef]

18. Yamasaki, S.; Ivanov, P.; Hu, G.F.; Anderson, P. Angiogenin cleaves tRNA and promotes stress-induced translational repression.
J. Cell Biol. 2009, 185, 35–42. [CrossRef]

19. Kim, Y.J.; Park, S.J.; Choi, E.Y.; Kim, S.; Kwak, H.J.; Yoo, B.C.; Yoo, H.; Lee, S.H.; Kim, D.; Park, J.B.; et al. PTEN modulates miR-21
processing via RNA-regulatory protein RNH1. PLoS ONE 2011, 6, e28308. [CrossRef]

20. Lin, X.; Dinglin, X.; Cao, S.; Zheng, S.; Wu, C.; Chen, W.; Li, Q.; Hu, Q.; Zheng, F.; Wu, Z.; et al. Enhancer-Driven lncRNA
BDNF-AS Induces Endocrine Resistance and Malignant Progression of Breast Cancer through the RNH1/TRIM21/mTOR
Cascade. Cell Rep. 2020, 31, 107753. [CrossRef]

21. Sangeeta, K.; Yenugu, S. Characterization of isolated rat caput epididymal primary epithelial cells: A molecular biology approach.
Theriogenology 2019, 135, 13–18. [CrossRef] [PubMed]

22. Ma, Z.; Li, J.; Fu, L.; Fu, R.; Tang, N.; Quan, Y.; Xin, Z.; Ding, Z.; Liu, Y. Epididymal RNase T2 contributes to astheno-
teratozoospermia and intergenerational metabolic disorder through epididymosome-sperm interaction. BMC Med. 2023, 21, 453.
[CrossRef]

23. Hayashi, N.; Yamasaki, A.; Ueda, S.; Okazaki, S.; Ohno, Y.; Tanaka, T.; Endo, Y.; Tomioka, Y.; Masuko, K.; Masuko, T.; et al.
Oncogenic transformation of NIH/3T3 cells by the overexpression of L-type amino acid transporter 1, a promising anti-cancer
target. Oncotarget 2021, 12, 1256–1270. [CrossRef]

24. Selcer, K.; Balasubramonian, B.; Miller, D.; Kerr, J.; DiFrancesco, M.; Ojha, S.; Urbano, R. Steroid sulfatase in the mouse NIH-3T3
fibroblast cell line: Characterization, and downregulation by glucocorticoids. Steroids 2021, 174, 108890. [CrossRef] [PubMed]

25. Seenundun, S.; Robaire, B. Time-dependent rescue of gene expression by androgens in the mouse proximal caput epididymidis-1
cell line after androgen withdrawal. Endocrinology 2007, 148, 173–188. [CrossRef]

26. Hamzeh, M.; Robaire, B. Androgens activate mitogen-activated protein kinase via epidermal growth factor receptor/insulin-like
growth factor 1 receptor in the mouse PC-1 cell line. J. Endocrinol. 2011, 209, 55–64. [CrossRef]

27. Jing, J.; Peng, Y.; Fan, W.; Han, S.; Peng, Q.; Xue, C.; Qin, X.; Liu, Y.; Ding, Z. Obesity-induced oxidative stress and mitochondrial
dysfunction negatively affect sperm quality. FEBS Open Bio 2023, 13, 763–778. [CrossRef]

28. Diaz-Baena, M.; Galvez-Valdivieso, G.; Delgado-Garcia, E.; Pineda, M.; Piedras, P. Nuclease and ribonuclease activities in response
to salt stress: Identification of PvRNS3, a T2/S-like ribonuclease induced in common bean radicles by salt stress. Plant Physiol.
Biochem. 2020, 147, 235–241. [CrossRef] [PubMed]

29. Wang, Q.; Jiang, M.; Wu, J.; Ma, Y.; Li, T.; Chen, Q.; Zhang, X.; Xiang, L. Stress-induced RNASET2 overexpression mediates
melanocyte apoptosis via the TRAF2 pathway in vitro. Cell Death Dis. 2014, 5, e1022. [CrossRef]

30. Li, Y.; Zhao, W.; Fu, R.; Ma, Z.; Hu, Y.; Liu, Y.; Ding, Z. Endoplasmic reticulum stress increases exosome biogenesis and packaging
relevant to sperm maturation in response to oxidative stress in obese mice. Reprod. Biol. Endocrinol. 2022, 20, 161. [CrossRef]

31. Monti, D.M.; Montesano Gesualdi, N.; Matousek, J.; Esposito, F.; D’Alessio, G. The cytosolic ribonuclease inhibitor contributes to
intracellular redox homeostasis. FEBS Lett. 2007, 581, 930–934. [CrossRef] [PubMed]

32. Papageorgiou, A.C.; Shapiro, R.; Acharya, K.R. Molecular recognition of human angiogenin by placental ribonuclease inhibitor--an
X-ray crystallographic study at 2.0 A resolution. Embo J. 1997, 16, 5162–5177. [CrossRef] [PubMed]

33. Su, Z.; Kuscu, C.; Malik, A.; Shibata, E.; Dutta, A. Angiogenin generates specific stress-induced tRNA halves and is not involved
in tRF-3-mediated gene silencing. J. Biol. Chem. 2019, 294, 16930–16941. [CrossRef]

34. Sarangdhar, M.A.; Allam, R. Angiogenin (ANG)-Ribonuclease Inhibitor (RNH1) System in Protein Synthesis and Disease. Int. J.
Mol. Sci. 2021, 22, 1287. [CrossRef] [PubMed]

35. Bombaci, G.; Sarangdhar, M.A.; Andina, N.; Tardivel, A.; Yu, E.C.; Mackie, G.M.; Pugh, M.; Ozan, V.B.; Banz, Y.; Spinetti, T.; et al.
LRR-protein RNH1 dampens the inflammasome activation and is associated with COVID-19 severity. Life Sci. Alliance 2022,
5, e202101226. [CrossRef]

36. Jing, J.; Wang, Y.; Quan, Y.; Wang, Z.; Liu, Y.; Ding, Z. Maternal obesity alters C19MC microRNAs expression profile in fetal
umbilical cord blood. Nutr. Metab. 2020, 17, 52. [CrossRef]

37. Sarker, G.; Sun, W.; Rosenkranz, D.; Pelczar, P.; Opitz, L.; Efthymiou, V.; Wolfrum, C.; Peleg-Raibstein, D. Maternal overnutrition
programs hedonic and metabolic phenotypes across generations through sperm tsRNAs. Proc. Natl. Acad. Sci. USA 2019,
116, 10547–10556. [CrossRef]

38. Szyf, M. The epigenetics of perinatal stress. Dialogues Clin. Neurosci. 2019, 21, 369–378. [CrossRef] [PubMed]
39. Wang, B.; Xia, L.; Zhu, D.; Zeng, H.; Wei, B.; Lu, L.; Li, W.; Shi, Y.; Liu, J.; Zhang, Y.; et al. Paternal High-Fat Diet Altered Sperm

5’tsRNA-Gly-GCC Is Associated With Enhanced Gluconeogenesis in the Offspring. Front. Mol. Biosci. 2022, 9, 857875. [CrossRef]
40. Rando, O.J.; Simmons, R.A. I’m eating for two: Parental dietary effects on offspring metabolism. Cell 2015, 161, 93–105. [CrossRef]
41. Zeng, L.; Zhou, J.; Zhang, Y.; Wang, X.; Wang, M.; Su, P. Differential Expression Profiles and Potential Intergenerational Functions

of tRNA-Derived Small RNAs in Mice After Cadmium Exposure. Front. Cell Dev. Biol. 2021, 9, 791784. [CrossRef]
42. Telonis, A.G.; Loher, P.; Kirino, Y.; Rigoutsos, I. Nuclear and mitochondrial tRNA-lookalikes in the human genome. Front. Genet.

2014, 5, 344. [CrossRef] [PubMed]

https://doi.org/10.1021/bi9005094
https://doi.org/10.1083/jcb.200811106
https://doi.org/10.1371/journal.pone.0028308
https://doi.org/10.1016/j.celrep.2020.107753
https://doi.org/10.1016/j.theriogenology.2019.05.025
https://www.ncbi.nlm.nih.gov/pubmed/31185425
https://doi.org/10.1186/s12916-023-03158-1
https://doi.org/10.18632/oncotarget.27981
https://doi.org/10.1016/j.steroids.2021.108890
https://www.ncbi.nlm.nih.gov/pubmed/34280393
https://doi.org/10.1210/en.2006-0986
https://doi.org/10.1530/JOE-10-0223
https://doi.org/10.1002/2211-5463.13589
https://doi.org/10.1016/j.plaphy.2019.12.016
https://www.ncbi.nlm.nih.gov/pubmed/31881432
https://doi.org/10.1038/cddis.2013.539
https://doi.org/10.1186/s12958-022-01031-z
https://doi.org/10.1016/j.febslet.2007.01.072
https://www.ncbi.nlm.nih.gov/pubmed/17292889
https://doi.org/10.1093/emboj/16.17.5162
https://www.ncbi.nlm.nih.gov/pubmed/9311977
https://doi.org/10.1074/jbc.RA119.009272
https://doi.org/10.3390/ijms22031287
https://www.ncbi.nlm.nih.gov/pubmed/33525475
https://doi.org/10.26508/lsa.202101226
https://doi.org/10.1186/s12986-020-00475-7
https://doi.org/10.1073/pnas.1820810116
https://doi.org/10.31887/DCNS.2019.21.4/mszyf
https://www.ncbi.nlm.nih.gov/pubmed/31949404
https://doi.org/10.3389/fmolb.2022.857875
https://doi.org/10.1016/j.cell.2015.02.021
https://doi.org/10.3389/fcell.2021.791784
https://doi.org/10.3389/fgene.2014.00344
https://www.ncbi.nlm.nih.gov/pubmed/25339973


Antioxidants 2024, 13, 1020 17 of 18

43. Kumar, P.; Anaya, J.; Mudunuri, S.B.; Dutta, A. Meta-analysis of tRNA derived RNA fragments reveals that they are evolutionarily
conserved and associate with AGO proteins to recognize specific RNA targets. BMC Biol. 2014, 12, 78. [CrossRef] [PubMed]

44. Haussecker, D.; Huang, Y.; Lau, A.; Parameswaran, P.; Fire, A.Z.; Kay, M.A. Human tRNA-derived small RNAs in the global
regulation of RNA silencing. RNA 2010, 16, 673–695. [CrossRef]

45. Di Fazio, A.; Schlackow, M.; Pong, S.K.; Alagia, A.; Gullerova, M. Dicer dependent tRNA derived small RNAs promote nascent
RNA silencing. Nucleic Acids Res. 2022, 50, 1734–1752. [CrossRef] [PubMed]

46. Luan, N.; Mu, Y.; Mu, J.; Chen, Y.; Ye, X.; Zhou, Q.; Xu, M.; Deng, Q.; Hu, Y.; Tang, Z.; et al. Dicer1 Promotes Colon Cancer Cell
Invasion and Migration Through Modulation of tRF-20-MEJB5Y13 Expression Under Hypoxia. Front. Genet. 2021, 12, 638244.
[CrossRef]

47. Thompson, D.M.; Parker, R. Stressing out over tRNA cleavage. Cell 2009, 138, 215–219. [CrossRef]
48. Ivanov, P.; Emara, M.M.; Villen, J.; Gygi, S.P.; Anderson, P. Angiogenin-induced tRNA fragments inhibit translation initiation.

Mol. Cell 2011, 43, 613–623. [CrossRef]
49. Tao, E.W.; Wang, H.L.; Cheng, W.Y.; Liu, Q.Q.; Chen, Y.X.; Gao, Q.Y. A specific tRNA half, 5’tiRNA-His-GTG, responds to hypoxia

via the HIF1α/ANG axis and promotes colorectal cancer progression by regulating LATS2. J. Exp. Clin. Cancer Res. 2021, 40, 67.
[CrossRef]

50. Luhtala, N.; Parker, R. Structure-function analysis of Rny1 in tRNA cleavage and growth inhibition. PLoS ONE 2012, 7, e41111.
[CrossRef]

51. Thompson, D.M.; Parker, R. The RNase Rny1p cleaves tRNAs and promotes cell death during oxidative stress in Saccharomyces
cerevisiae. J. Cell Biol. 2009, 185, 43–50. [CrossRef] [PubMed]

52. Megel, C.; Hummel, G.; Lalande, S.; Ubrig, E.; Cognat, V.; Morelle, G.; Salinas-Giegé, T.; Duchêne, A.M.; Maréchal-Drouard, L.
Plant RNases T2, but not Dicer-like proteins, are major players of tRNA-derived fragments biogenesis. Nucleic Acids Res. 2019,
47, 941–952. [CrossRef]

53. Crisóstomo, L.; Bourgery, M.; Rato, L.; Raposo, J.F.; Batterham, R.L.; Kotaja, N.; Alves, M.G. Testicular “Inherited Metabolic
Memory” of Ancestral High-Fat Diet Is Associated with Sperm sncRNA Content. Biomedicines 2022, 10, 909. [CrossRef]

54. Guo, Y.; Bai, D.; Liu, W.; Liu, Y.; Zhang, Y.; Kou, X.; Chen, J.; Wang, H.; Teng, X.; Zuo, J.; et al. Altered sperm tsRNAs in aged male
contribute to anxiety-like behavior in offspring. Aging Cell 2021, 20, e13466. [CrossRef] [PubMed]

55. Gapp, K.; Jawaid, A.; Sarkies, P.; Bohacek, J.; Pelczar, P.; Prados, J.; Farinelli, L.; Miska, E.; Mansuy, I.M. Implication of sperm
RNAs in transgenerational inheritance of the effects of early trauma in mice. Nat. Neurosci. 2014, 17, 667–669. [CrossRef]
[PubMed]

56. Gong, Y.; Xue, Y.; Li, X.; Zhang, Z.; Zhou, W.; Marcolongo, P.; Benedetti, A.; Mao, S.; Han, L.; Ding, G.; et al. Inter- and
Transgenerational Effects of Paternal Exposure to Inorganic Arsenic. Adv. Sci. 2021, 8, 2002715. [CrossRef]

57. Moroianu, J.; Riordan, J.F. Nuclear translocation of angiogenin in proliferating endothelial cells is essential to its angiogenic
activity. Proc. Natl. Acad. Sci. USA 1994, 91, 1677–1681. [CrossRef]

58. Hoang, T.T.; Raines, R.T. Molecular basis for the autonomous promotion of cell proliferation by angiogenin. Nucleic Acids Res.
2017, 45, 818–831. [CrossRef] [PubMed]

59. Tsuji, T.; Sun, Y.; Kishimoto, K.; Olson, K.A.; Liu, S.; Hirukawa, S.; Hu, G.F. Angiogenin is translocated to the nucleus of HeLa
cells and is involved in ribosomal RNA transcription and cell proliferation. Cancer Res. 2005, 65, 1352–1360. [CrossRef]

60. Shi, J.; Zhang, Y.; Tan, D.; Zhang, X.; Yan, M.; Zhang, Y.; Franklin, R.; Shahbazi, M.; Mackinlay, K.; Liu, S.; et al. PANDORA-seq
expands the repertoire of regulatory small RNAs by overcoming RNA modifications. Nat. Cell Biol. 2021, 23, 424–436. [CrossRef]

61. Kobe, B.; Deisenhofer, J. A structural basis of the interactions between leucine-rich repeats and protein ligands. Nature 1995,
374, 183–186. [CrossRef]

62. Ng, A.C.; Eisenberg, J.M.; Heath, R.J.; Huett, A.; Robinson, C.M.; Nau, G.J.; Xavier, R.J. Human leucine-rich repeat proteins: A
genome-wide bioinformatic categorization and functional analysis in innate immunity. Proc. Natl. Acad. Sci. USA 2011, 108
(Suppl. 1), 4631–4638. [CrossRef]

63. Balatti, V.; Nigita, G.; Veneziano, D.; Drusco, A.; Stein, G.S.; Messier, T.L.; Farina, N.H.; Lian, J.B.; Tomasello, L.; Liu, C.G.; et al.
tsRNA signatures in cancer. Proc. Natl. Acad. Sci. USA 2017, 114, 8071–8076. [CrossRef] [PubMed]

64. Chen, X.; Sun, Q.; Zheng, Y.; Liu, Z.; Meng, X.; Zeng, W.; Lu, H. Human sperm tsRNA as potential biomarker and therapy target
for male fertility. Reproduction 2021, 161, 111–122. [CrossRef] [PubMed]

65. Luo, S.; He, F.; Luo, J.; Dou, S.; Wang, Y.; Guo, A.; Lu, J. Drosophila tsRNAs preferentially suppress general translation machinery
via antisense pairing and participate in cellular starvation response. Nucleic Acids Res. 2018, 46, 5250–5268. [CrossRef] [PubMed]

66. Shao, Y.; Sun, Q.; Liu, X.; Wang, P.; Wu, R.; Ma, Z. tRF-Leu-CAG promotes cell proliferation and cell cycle in non-small cell lung
cancer. Chem. Biol. Drug Des. 2017, 90, 730–738. [CrossRef]

67. Gebetsberger, J.; Wyss, L.; Mleczko, A.M.; Reuther, J.; Polacek, N. A tRNA-derived fragment competes with mRNA for ribosome
binding and regulates translation during stress. RNA Biol. 2017, 14, 1364–1373. [CrossRef]

68. Anderson, P.; Ivanov, P. tRNA fragments in human health and disease. FEBS Lett. 2014, 588, 4297–4304. [CrossRef] [PubMed]
69. Xie, Y.; Yao, L.; Yu, X.; Ruan, Y.; Li, Z.; Guo, J. Action mechanisms and research methods of tRNA-derived small RNAs. Signal

Transduct. Target. Ther. 2020, 5, 109. [CrossRef]

https://doi.org/10.1186/s12915-014-0078-0
https://www.ncbi.nlm.nih.gov/pubmed/25270025
https://doi.org/10.1261/rna.2000810
https://doi.org/10.1093/nar/gkac022
https://www.ncbi.nlm.nih.gov/pubmed/35048990
https://doi.org/10.3389/fgene.2021.638244
https://doi.org/10.1016/j.cell.2009.07.001
https://doi.org/10.1016/j.molcel.2011.06.022
https://doi.org/10.1186/s13046-021-01836-7
https://doi.org/10.1371/journal.pone.0041111
https://doi.org/10.1083/jcb.200811119
https://www.ncbi.nlm.nih.gov/pubmed/19332891
https://doi.org/10.1093/nar/gky1156
https://doi.org/10.3390/biomedicines10040909
https://doi.org/10.1111/acel.13466
https://www.ncbi.nlm.nih.gov/pubmed/34448534
https://doi.org/10.1038/nn.3695
https://www.ncbi.nlm.nih.gov/pubmed/24728267
https://doi.org/10.1002/advs.202002715
https://doi.org/10.1073/pnas.91.5.1677
https://doi.org/10.1093/nar/gkw1192
https://www.ncbi.nlm.nih.gov/pubmed/27915233
https://doi.org/10.1158/0008-5472.CAN-04-2058
https://doi.org/10.1038/s41556-021-00652-7
https://doi.org/10.1038/374183a0
https://doi.org/10.1073/pnas.1000093107
https://doi.org/10.1073/pnas.1706908114
https://www.ncbi.nlm.nih.gov/pubmed/28696308
https://doi.org/10.1530/REP-20-0415
https://www.ncbi.nlm.nih.gov/pubmed/33434159
https://doi.org/10.1093/nar/gky189
https://www.ncbi.nlm.nih.gov/pubmed/29548011
https://doi.org/10.1111/cbdd.12994
https://doi.org/10.1080/15476286.2016.1257470
https://doi.org/10.1016/j.febslet.2014.09.001
https://www.ncbi.nlm.nih.gov/pubmed/25220675
https://doi.org/10.1038/s41392-020-00217-4


Antioxidants 2024, 13, 1020 18 of 18

70. Takahashi, Y.; Morales Valencia, M.; Yu, Y.; Ouchi, Y.; Takahashi, K.; Shokhirev, M.N.; Lande, K.; Williams, A.E.; Fresia, C.; Kurita,
M.; et al. Transgenerational inheritance of acquired epigenetic signatures at CpG islands in mice. Cell 2023, 186, 715–731.e19.
[CrossRef]

71. Kaneshiro, K.R.; Egelhofer, T.A.; Rechtsteiner, A.; Cockrum, C.; Strome, S. Sperm-inherited H3K27me3 epialleles are transmitted
transgenerationally in cis. Proc. Natl. Acad. Sci. USA 2022, 119, e2209471119. [CrossRef] [PubMed]

72. Wan, Q.L.; Meng, X.; Wang, C.; Dai, W.; Luo, Z.; Yin, Z.; Ju, Z.; Fu, X.; Yang, J.; Ye, Q.; et al. Histone H3K4me3 modification is
a transgenerational epigenetic signal for lipid metabolism in Caenorhabditis elegans. Nat. Commun. 2022, 13, 768. [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/10.1016/j.cell.2022.12.047
https://doi.org/10.1073/pnas.2209471119
https://www.ncbi.nlm.nih.gov/pubmed/36161922
https://doi.org/10.1038/s41467-022-28469-4
https://www.ncbi.nlm.nih.gov/pubmed/35140229

	Introduction 
	Materials and Methods 
	Animals 
	Cell Culture 
	Western Blot Analysis 
	Immunofluorescence (IF) Analysis 
	Co-Immunoprecipitation 
	Plasmids and Transfection 
	Cell Treatment 
	The Construction of the Inflammation Model 
	RNA Extraction, Reverse Transcription, and Quantitative RT-PCR Analysis 
	Small RNA qPCR 
	Extraction and Identification of Exosomes 
	Nuclear and Cytoplasmic Proteins Extraction 
	Statistical Analysis 

	Results 
	RNH1 Is Highly Expressed in Mouse Caput Epididymis 
	Interaction between RNH1 and ANG in EEC 
	Upregulated Epididymal Cytoplasmic ANG Levels under Environmental Stress In Vivo and In Vitro 
	Inflammation and Oxidative Stress Weakened the Interaction of RNH1 and ANG in EEC 
	LPS or PA Treatment Increases Levels of tsRNAs in Epididymal Epithelial Cells 
	RNH1 Participates in the Process of tsRNA Generation Produced by ANG in EEC 

	Discussion 
	Conclusions 
	References

