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Abstract: As a space project, in “Stem Cells” by the Japan Aerospace Exploration Agency (JAXA),
frozen mouse ES cells were stored on the International Space Station (ISS) in the Minus Eighty Degree
Laboratory Freezer for ISS (MELFI) for 1584 days. After taking these cells back to the ground, the
cells were thawed and cultured, and their gene expressions were comprehensively analyzed using
RNA sequencing in order to elucidate the early response of the cells to long-time exposure to space
radiation consisting of various ionized particles. The comparisons of gene expression involved in
double-stranded break (DSB) repair were examined. The expressions of most of the genes that were
involved in homologous recombination (HR) and non-homologous end joining (NHEJ) were not
significantly changed between the ISS-stocked cells and ground-stocked control cells. However,
the transcription of Trp53inp1 (tumor protein 53 induced nuclear protein-1), Cdkn1a (p21), and
Mdm2 genes increased in ISS-stocked cells as well as Fe ion-irradiated cells compared to control cells.
This suggests that accumulated DNA damage caused by space radiation exposure would activate
these genes, which are involved in cell cycle arrest for repair and apoptosis in a p53-dependent
or -independent manner, in order to prevent cells with damaged genomes from proliferating and
forming tumors.

Keywords: International Space Station; space radiation; mouse ES cells; RNA sequencing; gene
expression; p53-related genes

1. Introduction

Considering long-term manned spaceflight missions, such as lunar surface exploration
or Mars exploration, the possibility of astronauts being harmed by space radiation like
heavy ion particles becomes a very important issue [1–5]. In space outside of the atmosphere
of the Earth, high-energy particles are the major constituents of the galactic cosmic rays.
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The trapped particles of protons and electrons are surrounded as inner and outer Van
Allen belts, respectively, by the magnetic field of the Earth. During solar particle events,
electrons and protons and some heavy ions, such as C ions and Fe ions, are emitted due
to the activity of the surface of the sun, with energies up to a few hundred MeV/n. In
contrast, the galactic cosmic rays contain many types of ions, such as electrons, protons,
and many types of heavier ion particles, with energies of many 1000 s of MeV/n. When we
think of the human flight to and stay in space, the effects of protons and heavy ions are
suggested to have severe effects on the human body including cancer, circulatory disease,
and cognitive risks [1,6–10] that must be properly assessed.

The dose-equivalent rates, indicating the biological effect that is calculated from a
physical dose measurement, are about 0.5–0.62 mSv/day on the International Space Station
(ISS) [11,12], 1.15 mSv/day on the surface of the moon of the Earth [13,14], 0.5 mSv/day on
the surface of Mars [15], and 1.84 mSv/day during the flight from the Earth to Mars [16–18].
In our “Stem Cells” experiment, mouse ES cells were frozen and kept in MELFI on the ISS
for 1584 days to quantitate the biological effect of space radiation [18,19]. The physical
doses were measured by a passive dosimeter for life science experiments in space (PA-
DLES), and it was revealed that the absorbed dose rate of space radiation in MELFI was
0.36 mGy/day, and the dose-equivalent rate was 0.53 mSv/day, as shown in Figure 1 [19].
About 4.1% of particles had more than 10 keV/µm of LET (linear energy transfer), but they
contributed 35.3% of total dose-equivalent. The quality factor of the ISS was estimated
to be about 1.48 on the ISS. This physically estimated value was similar to the relative
biological effectiveness (RBE) of 1.54, which was established by the biological measurement
of chromosome aberration using frozen mouse ES cells in the MELFI freezer on the ISS [19].
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Figure 1. Differential particle flux function of LET∞, H2O measured with CR-39 plastic detector, and 
PNTDs in a flight of ISS for 1584 days. LET distribution was obtained by subtracting background 
LET distribution, measured by ground control. 

Figure 1. Differential particle flux function of LET∞, H2O measured with CR-39 plastic detector, and
PNTDs in a flight of ISS for 1584 days. LET distribution was obtained by subtracting background
LET distribution, measured by ground control.
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The dose-equivalent rate of space radiation on the ISS is about 100 times higher and
about 300 times higher that during the traveling pathway compared with the surface of
the Earth (0.006 mSv/day), and the content of heavy ion is also high compared to the
ground control. Therefore, we examined the responses of cells against space radiation
sources composed of various species of particles with various energies or LETs, resulting
in exploration risks [20]. As such conditions could not be achieved on the ground, we
launched mouse ES cells in a frozen state for 1584 days, and after taking them back to the
ground and thawing and culturing them, we comprehensively examined the expression
of genes responding to space radiation stresses compared with the ground-based backup
controls by RNA-sequencing analysis. We also compared the effect of the loss of DNA repair
of the gene histone H2AX to the transcriptome between the ISS and the ground control.
This experiment reflects the acute response of the cells to the chronically accumulated
damage by space radiation (totaling 830 mSv during 1584 days) after thawing.

The purpose of our research is to comprehensively compare the gene expression
profiles of cells on the ISS and the ground control (BU) to identify the genes that respond
to DNA damage caused by space radiation and those that regulate their expression. The
complex DNA damage caused by space radiation may induce a novel gene expression for
repair. The damage may also enhance the expression of previously unpredicted genes for
apoptosis. If such genes are identified, they may become good markers of DNA damage
that is specific to space radiation. In addition, we may be able to identify a gene expression
related to non-DNA targeted effects, which may lead to genomic instability and cancer, as
well as the effects resulting from direct DNA damage by low-dose radiation. The targeted
and non-targeted effects may have a potential influence on human health risks, so that the
transcriptome analyses of cells that are exposed to space radiation may contribute to the
risk assessment.

2. Results
2.1. The Irradiation Effects of Fe Ions on the Mouse ES Cells in terms of Transcriptome Profile

To investigate the irradiation effects on mouse ES cells of ionizing radiation, we
irradiated frozen wild-type mouse ES cells, using an Fe ion of 3 Gy (500 MeV/n and LET
218 keV/µm) as a reference. The frozen wild-type mouse ES cells with or without Fe
ion irradiation were thawed and cultured for 0, 2, 8, 24, or 48 h in order to examine the
expression profile over time. RNA was extracted and analyzed by RNA sequencing. The
expression of 51,751 kinds of gene sequences were quantified and normalized across the
ten samples. The 2924 genes were selected (|fold change| > 3, |difference| > 1) and are
shown in Figure 2A. The Principal Component Analysis (PCA) plot based on the filtered
genes (Figure 2B) indicated that the ES cell culture showed a time-dependent transition of
its RNA expression patterns.

To examine the potential impact of Fe ion irradiation, pairwise comparisons of the
cells between Fe ion-irradiated and unirradiated cells were performed. Figure 3A shows
the number of genes that was selected by filtering |fc| > 2 and |difference| > 1 (difference
meant that the differences between expression levels of genes were more than 1 in order to
exclude the small expressions with large folds) at each time point. This result indicated that
the incubation time of ES cells had an impact in the early and late phases, with increasingly
altered genes towards 24 and 48 h post inoculation. The Venn diagram in Figure 3B
supports that distinct groups of genes were altered at each time point. A pathway analysis
using the Reactome tool accessed on 13 January 2024 (https://reactome.org/) showed that
the interferon signaling was a unique enriched biological process at the 2 h time point
(Figure 3C). This enrichment was supported by Ifit2 and Ifit3 genes [21], which are induced
by interferon alpha. At the 2 and 8 h time points, mitochondrial genes were also enriched,
indicating the activity of the beginning of cell physiology by mitochondrial function or the
increase in the copy number of mitochondrial DNA. At the 24–48 h time points, the cell
cycle of the ES cells was completed approximately three or more times, because the cell
cycle time of the ES cells was found to be 13 to 15 h. The prominent increasing expression of

https://reactome.org/
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genes at 24–48 h were detected for Col1a1, Acta2 (actin assembly-inducing protein), Timp2,
Timp3, Sdc4, Col1a2, Col3a1, Col5a1, and Lox (Collagen crosslinking) genes. Collagens
are extracellular matrix proteins and the Timp protein is related to the degradation of
the extracellular matrix and the Sdc4 gene codes for transmembrane heparan sulfate
proteoglycan [22]. They were thought to be necessary for contact between cells or cells
and the surface before cell differentiation, such as trophectoderm [23]. Their expressions
were enhanced by Fe ion irradiation, indicating the early differentiation that is induced by
radiation (Figure 4).
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Figure 3. Pairwise analysis between Fe ion-irradiated and control samples. (A) Number of genes
altered in Fe ion-irradiated samples at each time point. (B) Venn diagram comparing genes identified
by pairwise comparisons. (C) Reactome pathways enriched in each list of genes across time course.
Reactome pathways with p-value < 0.05 are shown for 2 and 8 h time points. There was no enriched
term at 0 h. Only top 10 pathways are listed for 24 and 48 h time points.
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to left. The vertical axis shows the normalized expression values.
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However, as shown in Figure 5, at 48 h after culture of the cells, we did not detect an
apparent increase in the transcription of differentiation marker genes like keratin genes
(Krt8, Krt18) [24,25], actin-related genes (Actc, Tnnt1), the Tubulin gene (Tubb5), which is
necessary for differentiation to endoderm, and the Cdx2 gene for trophectoderm forma-
tion [26] in the ES cells that were irradiated by Fe ions. Consistently, the cells that were
irradiated with Fe ions maintained the expression of undifferentiation marker genes such
as Nanog, Pou5f1 (Oct4), GDF3 (Growth differentiation factor), GJA (Gap junction protein),
and the Nifk (Mki67ip) gene, which promotes ES cell self-renewal, suggesting that the ES
cells were not differentiated to endoderm or trophectoderm by irradiation [27,28].
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are demonstrated. The expression values of cells without irradiation are shown in green, and those
irradiated with 3 Gy of Fe ion are shown in red. They are arranged chronologically as 0, 2, 8, 24, and
48 h from right to left. The vertical axis shows the normalized expression values.

2.2. The Comparison of the Expression Profile of the Transcriptome between Mouse ES Cells of
Ground Backup Control and ISS-Stocked Cells

We launched wild-type and radio-sensitized histone H2AX-homozygously deficient
mouse ES cells to the ISS and stocked the frozen cells in the MELFI freezer for 1584 days. In
order to analyze the response of cells by the transcription of the genes of ES cells whose
DNA accumulated following damage from space radiation, we cultured the cells for 2 and
8 h to search for an early response to damage signaling and repair. It was found that many
genes that were involved in DNA repair and cell cycle and stress responses worked within
30 min or several hours after exposure [29]. The absorbed dose of the cells in the MELFI
freezer was 0.56 Gy after 1584 days, and the calculated equivalent dose was 0.83 Sv after
1584 days using quality factors of ICRP60 [30]. Thus, the dose of irradiation on the ISS was
low compared with the Fe ion (3 Gy, 60 Sv) irradiation experiment, as mentioned above.

Overall, the ES cell identities were maintained in all the samples. However, the
heatmap of the selected 3365 genes (|fc| > 3, |difference| > 1, across 12 samples) indicated
differences between the backup control and the ISS-stocked samples of each genotype
“”(histone H2AX +/+ or −/−) or incubation conditions (Figure 6A). To evaluate the trend
of the RNA expression profiles, a PCA plot was produced (Figure 6B). It revealed that
the difference between the ground backup controls (BU) and the ISS appeared at the 2 h
time point, but not clearly at the 0 or 8 h time points. When the BU and ISS samples were
compared by pairwise analysis (|fc| > 2, |difference| > 1), 652 genes were detected. Most
of them were H2AX-dependent, 65 genes were unique to the H2AX −/− cells, and 24 genes
were common (Figure 6C). H2AX-dependent genes were mainly cell-cycle-related genes
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(Figure 6D), which might be caused by DNA instability. Common differences included
RNAs from mitochondrial genes. There was no enriched pathway (p < 0.05) for the 65 genes
that were unique to the H2AX −/− cells, which might compensate for the defects in the
H2AX gene.
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diagram comparing 2 h samples between the presence and absence of H2AX. The data of the same
culture time and the same genotype of histone H2AX are circled. (D) Reactome pathway analysis
results for genes shown in panel C at 2 h time points.

Subsequently, the results were presented as the expression pattern of cells on the ISS and
BU, and the expression ratios for the ISS were compared to those of the BU controls. We selected
the genes that were involved in double-stranded DNA break repair genes [31], the cell cycle
regulation, and the p53 pathway for RNA sequencing analyses. In addition, we carried out
transcriptome analysis of the H2AX-homozygously deficient mouse ES cells on the ISS.

2.3. Homologous Recombination Repair Genes

The homologous recombination repairs the double-stranded DNA break caused by
the ionizing radiation, UV, or reactive oxygen species (ROS) in the S to G2/M phases.



Int. J. Mol. Sci. 2024, 25, 3283 8 of 20

It begins with the Atm or Atr signaling caused by the DNA damage [29], followed by
phosphorylation of Chk2, or Chk1 kinases, respectively [32]. They lead to the processing
of the broken ends of DNA by an MRN complex consisting of Mre11, Rad50, and Nbs1
proteins; an ExoI/BLM complex; and CtIp protein [33,34]. The recessed single-strand
DNA is stabilized by RPA replication protein A (RPA). The TopBP1 protein also colocalizes
with ionizing radiation-induced single-stranded DNA foci with Rad50, Brca1, Atm, and
Blm proteins [35–37]. The recombination proteins were loaded onto the processed single-
stranded DNA by Brca1 and Brca2 proteins. The recombination proteins, such as Rad 51,
52, and 54 proteins and Rad51-related proteins (Xrcc2 and 3), catalyze the searching of
homologous DNA ends and strand exchanges [38].

From the RNA sequencing analysis, the expression patterns of most genes that were
involved in homologous recombination were not changed between the ISS-stocked ES cells
and the ground control cells (Figure 7). The figures show that genes whose expression
increased on the ISS also increased on the ground, and genes whose expression decreased on
the ISS also decreased on the ground, making it difficult to compare the expression patterns.
We considered not only individual changes over time (panel A), but also the summed-up
values over the initial period (0–8 h) in panel B were important. We also took into account
whether the sum of the expression levels was very small or not. The gene expression of the
Rad51b gene was increased 1.7-fold in the ISS-stocked cells compared to the BU controls
after 2–8 h of culture, but the expression level was very low. The expression level of the
Rad51 gene, which was pivotal for homologous recombination [39–41], remained constant
during 0–8 h of culture and even after exposure to space radiation on the ISS.
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Figure 7. The expressions of genes involved in homologous recombination repair in wild-type mouse
ES cells on the ISS and on the ground (A) The RNA levels of the respective genes in wild-type mouse
ES cells are depicted. Blue bars represent the values of cells stocked on the ISS (ISS), while green bars
represent the ground backup controls (BU). They are arranged chronologically as 0, 2, and 8 h after
culture of the cells from right to left. The vertical axis displays the normalized expression values.
(B) For each gene, the normalized expression values of culture times 0, 2, and 8 h were summed, and
the ratio of the total ISS value to the total BU value was calculated. The BU value is shown as 1 in
green, and the ratio of the ISS value is shown in blue.
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2.4. Non-Homologous End Joining Repair Genes

We analyzed the expression of genes involved in classical non-homologous end joining
repair for double-stranded DNA breaks. In this process, the heterodimers of Xrcc6 (Ku70)
and Xrcc5 (Ku80) proteins attach to the broken DNA ends, and DNA-PKcs protein, activated
by phosphorylation, binds to the broken sites [42]. Artemis nucleases that are phosphory-
lated by Atm or ATR by ionizing radiation (IR) or UV irradiation, respectively, excise the
bases at the broken ends [43]. The rejoining of the DNA ends is carried out by Xrcc4 and
DNA Ligase4 proteins [39]. The Artemis proteins are required for DNA-damage-induced
G2/M cell cycle arrest [44].

As shown in Figure 8, Ku70 and Ku80 transcripts were abundant and slightly de-
creased after culture, but differences in expressions were not detected between the ISS
and BU groups. The DNA-PKcs gene expression was increased (~1.5-fold) in the ISS cells
compared with the BU, but the expression level was very low.
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Figure 8. The expressions of genes involved in non-homologous end joining repair in wild-type
mouse ES cells on the ISS and on the ground. (A) The RNA levels of the respective genes in wild-type
mouse ES cells are depicted. Blue bars represent the values of cells stocked on the ISS (ISS), while
green bars represent the BU. They are arranged chronologically as 0, 2, and 8 h after culture of cells
from right to left. The vertical axis displays the normalized expression values. (B) For each gene, the
normalized expression values of culture times of 0, 2, and 8 h were summed, and the ratio of the total
ISS value to the total BU value was calculated. The BU value is shown as 1 in green, and the ratio of
the ISS value is shown in blue.

2.5. Cell Cycle Regulation and p53 Pathways Genes

The cell cycle is regulated by cyclins of A, B, D, and E; cyclin-dependent kinases Cdk1, 2,
4, and 6; and cyclin-dependent kinase inhibitor (Cdkn) genes. In this experiment, the cyclin
A, B, D, E genes were moderately expressed, and their expressions were not changed by
being stocked on the ISS compared to the backup control, as shown in Figure 9. The cyclin-
dependent kinase genes, including Cdk1, Cdk2, Cdk4, and Cdk5, were also moderately
expressed, but the Cdk6 expression level was low. The expressions of these genes were not
affected by the culture time of the cells or being stocked in space and on ground.

However, when cells are exposed to radiation or chemical stresses, the p53 pathway
begins to function. DNA damage activates ATM or ATR and phosphorylates Chk2 or
Chk1 proteins, respectively. They subsequently phosphorylate Cdc25C to arrest the cells
at the G2 checkpoint. They also phosphorylate the p53 protein to make it stable in the



Int. J. Mol. Sci. 2024, 25, 3283 10 of 20

nuclei. The phosphorylated p53 protein induces transcription of Cdkn1a (p21), Mdm2,
and Trp53inp1 [45–47], resulting in G1/S or G2/M arrest of the cell cycle and, ultimately,
cellular senescence or apoptosis. The Bcl-2 protein inhibits cells from going into apoptosis,
but BAX and BAK proteins change the outer mitochondrial membrane’s permeability and
promote CytochromeC excretion, resulting in the activation of Casp3 and apoptosis [48,49].
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Figure 9. The expressions of genes involved in cell cycle and signal transduction in wild-type mouse
ES cells on the ISS and on the ground. (A) The RNA levels of the respective genes in wild-type mouse
ES cells are depicted. Blue bars represent the values of cells stocked on the ISS (ISS), while green bars
represent the BU. They are arranged chronologically as 0, 2, and 8 h after culture of cells from right to
left. The vertical axis displays the normalized expression values. (B) For each gene, the normalized
expression values of culture times of 0, 2, and 8 h were summed, and the ratio of the total ISS value to
the total BU value was calculated. The BU value is shown as 1 in green, and the ratio of the ISS value
is shown in blue.

In this experiment, the expression levels of Atm, Atr, Rb1, APC, and Brca2 genes were
increased about 1.4-fold in the ISS stock compared with the BU, but their expression levels
were very low. The expression of DNA-PKcs, whose product was thought to phosphorylate
p53, was increased by being stocked on the ISS compared with the BU, but the expression
level was very low. The level of the p53 transcript was high, but it was not increased by
being stocked on the ISS. The expression of the Trp53inp1 gene was also high and showed
an increase in the ISS-stocked group by about 1.53-fold compared with the sums of the
normalized expression values after 0, 2, 8 h. The transcription of the Cdkn1a (p21) gene
was high compared with the other cyclin-dependent kinase inhibitors, Cdkn2a (p16) and
Cdkn1b (p27). Further, the p21 gene expression was increased by being stocked on the ISS
by about 1.13-fold compared to the backup control. The expression of Mdm2 was high, and
the level was increased by being stocked on the ISS by about 1.23-fold.

The Rb1 protein binds to transcription factor E2F and regulates G1/S or G2/M arrest
in differentiated ES cells [50,51]. Its interaction to E2F is also involved in the homologous
recombination repair of DSBs [52]. Although the expression of the Rb and Brca2 genes were
increased by being stocked on the ISS, their expression levels were very low.
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We focused more on genes whose expression increased due to the effects of space
radiation on the ISS. Although the changes in gene expression between the ISS and BU
groups were small for most of the genes, we identified only three genes whose expressions
were enhanced by radiation, even if slightly, after comparing diagrams created from the
51,751 gene sequencing data. The three genes were Trp53inp1, p21, and Mdm2, whose
transcriptions were known to be enhanced by activated p53 protein. The Trp53inp1 gene
expression is induced by stresses, as well as ionizing radiation [53,54]. We investigated
whether the expression of these genes was enhanced not only by being stocked on the ISS,
but also by irradiation with Fe ion beams. Although the absorbed doses were different
between the ISS (0.56 mGy) and Fe ions (3.0 Gy), the expression of these genes was found
to be enhanced when they were irradiated with Fe ion beams, as shown in Figure 10 and
Table 1. Consequently, it became evident that p53-induced genes responded to exposure to
space radiation on the ISS.
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Figure 10. Enhancement of gene expression by ionizing radiation in three genes (Trp53inp1, p21, and
Mdm2); (A) transcriptional enhancement was observed by ISS preservation for 1584 days compared
to ground backup control using wild-type mouse ES cells (129/C57BL/6). Green bar is BU, and
blue bar is ISS-stocked cells. They are arranged chronologically as 0, 2, and 8 h after culture of cells
from right to left. (B) Although the transcription was not changed for Trp53 gene, expression of
genes (Trp53inp1, p21, and Mdm2) increased by irradiation with Fe ions at a dose of 3.0 Gy using an
accelerator using wild-type mouse ES cells (B6-G). Green bar represents unirradiated cells, and red
bar represents Fe ion-irradiated cells. The bars are arranged chronologically as 0, 2, 8, 24, and 48 h
from right to left. Vertical axis shows normalized expression values.

Table 1. Enhancement of gene expression by ionizing radiation.

ES Cell C57BL6/129 Sv B6-G

Genotypes H2AX (+/+) H2AX (+/+) H2AX (+/+)

Comparison ISS/BU Fe; 3 Gy/0 Gy Fe; 3 Gy/0 Gy

Duration 0 h–8 h 0 h–8 h 0 h–48 h

Trp53 (p53) 0.94 0.98 1.09

Trp53inp1 1.53 1.33 1.45

Cdkn1a (p21) 1.13 1.28 1.34

Mdm2 1.23 1.20 1.35
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For the ES cells that were preserved on the ISS and on the ground, the normalized
expression values of each gene after 0, 2, and 8 h of culture were totaled, and the ratio was
displayed. For the ES cells that were irradiated with Fe ion beams and those that were not
irradiated, the normalized gene expression values of each gene after 0, 2, and 8 h and after
0, 2, 8, 24, and 48 h were totaled, respectively. They were compared between irradiated and
unirradiated, and the ratios were calculated and are displayed in the table.

2.6. Histone H2AX-Dependent Gene Expression

We analyzed the gene expression of histone H2AX-homozygously deficient ES cells
on the ISS. The histone H2AX gene is involved in DNA damage repair, and the deficient
ES cells became more sensitive to ionizing radiation than the wild-type cells did [55–57].
The expression patterns of most genes, such as the Trp53 (×0.94), Rad51 (×0.96), and
Xrcc5 (×1.28) genes, were not changed by the lack of H2AX when comparing the sum
of the 0-, 2-, and 8-hour expression values to the ground backup controls (Figure 11).
However, we observed a significantly decreased expression of pseudogenes and Gm13456
(eukaryotic translation elongation factor 1 alpha1 pseudogene; ×0.02), Hist1h2al (Histone
H2A pseudogene2; ×0.02), Mnd1 (meiotic nuclear division 1; ×0.50), and Nnat (Nueronatin;
×0.27) genes. On the contrary, the expression of the Hist2h2aa2 (×1.46) gene coding for
the histone H2AX protein in a cluster on chromosome 3 was significantly increased by
the histone H2AX gene deficiency. This gene is known to be transcribed using anti-sense
DNA [58]. The expressions of the p21 (×1.28), Mdm2 (×1.69), and Trp53inp1 (×2.20) genes
were slightly increased by the H2AX deficiency. The transcriptions of the other genes like
the Calcoco2 (calcium-binding and coiled-coil domain 2; × 5.29), Tbx3 (T-box transcription
factor 3; ×2.50), Sdc4 (Syndecan4; ×2.76), Htra1 (HtrA serine peptidase 1; ×2.66), and Gjb3
(Gap junction protein beta3; ×3.19) genes were also increased by the H2AX deletion.
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Figure 11. The expressions of genes that have been enhanced or attenuated by space radiation
in wild-type and histone H2AX-deficient mouse ES cells both on the ISS and on the ground. The
normalized expression values of the respective genes in wild-type mouse ES cells are depicted. Blue
bars represent the values of cells stocked on the ISS, while green bars represent the BU. They are
arranged chronologically as 0, 2, and 8 h after culture of cells from right to left. The normalized
expression values of the respective genes in histone H2AX-deficient mouse ES cells are depicted for
both ISS-stocked cells (light blue) and ground-stocked cells (bright green). They are also arranged
chronologically as 0, 2, and 8 h after culture of cells from right to left. The vertical axis displays the
normalized expression values.
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3. Discussion
3.1. The Transcriptome of Mouse ES Cells on the ISS

As the ground-based experiment of transcriptome, the modulation of tumor progres-
sion by age and irradiation (proton and Fe ion) was reported [59,60]. Also, transcriptome
analysis was carried out on the ground using low-dose irradiation and modeled micro-
gravity showing multiple altered neurological pathways [61] or a hematological system
with transforming growth factor β signaling [62]. During the flight on the ISS for 10 days,
a decrease in the expression of the newt (Pleurodeles waltl) gene of DNA repair (Pol mu)
was observed due to the space radiation or microgravity [63]. Comprehensive analyses of
transcripts have been carried out on the International Space Station to examine the effects
of space radiation and microgravity on animals, and it was found that the expression of
several microRNAs in blood might regulate the TGFβ1 gene, which is a master regulator
coordinating for a systemic response to microgravity and space radiation [64]. The gene
expression of circadian rhythm-related genes was altered on the ISS compared with those
in the ground control [65]. Mouse heart cells flown on the ISS for 30 days showed an
absence of cellular senescence and significant upregulation of transcripts associated with
the cell cycle [66]. In the 13-day mission in space, mice were onboard, and their lung tissues
were analyzed by RNA sequencing. The results showed the increased gene expression
of an anti-adhesive gene, Spock1 [67]. In addition, from the big data from many animal
experiments during spaceflight and the data from NASA’s astronauts and twin studies,
stress on mitochondria was revealed to be a consistent phenotype of spaceflight [68,69].

In this experiment, we analyzed the transcriptome of the ISS-stocked cells, irradi-
ated by space radiation, for 1584 days. A significant difference in the transcriptome was
not found between the ISS-stocked cells and the ground control. This might be due to
the low absorbed dose of space radiation (0.56 Gy/1584 days). Furthermore, no clear
enhancement of gene expression was observed for homologous recombination repair and
non-homologous end joining repair. We also examined DNA replication genes (Figure S1),
mismatch repair genes (Figure S2), base excision repair genes (Figure S3), nucleotide ex-
cision repair genes (Figure S4), and mitochondrial genes (Figure S5). However, we did
not detect a significant enhancement or repression of the expression between the ISS and
backup cells (BU). Therefore, in mammals, the rapid response to ionizing radiation may be
supported by modifications of repair proteins such as phosphorylation or by degradation
of the proteins after ubiquitination. The induction of gene expression may not be suited
for early responses. Although we did not find changes in gene expression in undifferen-
tiated mouse ES cells, the other differentiated cells, forming tissues or organs, may show
various profiles of transcriptomes by space radiation. In this experiment, we found that
the amounts of transcripts of Ku70 and Ku80 proteins in non-homologous end joining and
those for glycosylases that are involved in base excision repairs were relatively abundant,
presumably for the immediate recognition of DNA damage in the cells.

3.2. The Enhancement of Expression in p53-Related Genes in ES Cells on the ISS

In the transcriptome analysis, it was found that the expression of the Trp53inp1, p21,
and Mdm2 genes were increased by exposure to space radiation on the ISS, and this was
confirmed by Fe ion irradiation, although the doses were different. Similar results from the
enhancement of those gene expressions were reported from low-LET ionizing radiation [70],
oxidative stress [71], inhibition of p53 degradation [47], and chemotherapy in cancer [72,73].
So, it may be assumed that the accumulated DNA damage caused by space radiation on
the ISS activated the p53 protein to induce transcription of the p21, Trp53inp1, and Mdm1
genes and regulated the repair and apoptosis of DNA-damaged cells.

Mouse ES cells have the pluripotency to self-renew and to differentiate into all cell
types. So, mutations or chromosome aberrations in ES cells caused by the radiation or
stresses seriously injure the organisms [74]. The undifferentiated ES cells have a higher
amount of p53 RNA in their cytoplasm, but not in their nuclei [75–78]. Furthermore, the
ES cells have a shorter G1 phase, and the ionizing radiation arrests the ES cells not in
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the G1 phase, but in the S phase and the G2 phase [79,80]. These results indicate that the
undifferentiated ES cells may have a unique pathway to repair or exclude the DNA damage
with or without p53 protein [81–84] (Figure 12). The undifferentiated ES cells were reported
to enhance the p21 transcription by irradiation [77], and the transcription of the Trp53inp1
gene could be promoted by E2F and p73 proteins [85]. From these, the distinct mechanism
for enhancing the p53-related gene expression must be elucidated to understand the early
response of undifferentiated ES cells [86] on the ISS-stocked cells that were exposed to
space radiation.
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The present study suggests that accumulated DNA damage caused by space radiation
induces the transcription of the p21, Trp53inp1, and Mdm2 genes. In differentiated cells, the
p53 protein promotes the transcription of those genes. However, undifferentiated mouse
ES cells have a high amount of p53 transcripts, but they are located in the cytoplasm. It
is possible that p53 can still influence the expression of the p21, Trp53inp1, and Mdm2
genes, either directly or indirectly. The increased p21 protein might arrest the cell cycle in
the S phase to repair DNA damage, and the Trp53inp1 protein might be involved in the
apoptosis of the irradiated ES cells.

3.3. The Effects of Transcriptome Caused by the Lack of the Histone H2AX Gene

We launched histone H2AX-homozygously deficient mouse ES cells onto the ISS. The
deletion of the gene did not affect most of the gene expressions. The transcription of the
pseudogenes of Gm13456 and Hist1h2al completely stopped, while that of the Hist2h2aa2
gene coding for clustered major histone H2A protein increased remarkably due to the
lack of the H2AX gene. It may compensate for the lack of the minor histone H2AX gene.
However, the major histone H2A protein did not have the longer C-terminal part that is
characteristic for the histone H2AX protein containing Ser residues for phosphorylation.
Thus, the major histone H2A protein cannot support the DNA repair functions of the
histone H2AX protein. The gene expressions of p21, p53inp1, and Mdm2 were slightly
increased by the H2AX gene deletion, suggesting that the chronic DNA instability caused
by the lack of histone H2AX may induce transcription. In conclusion, the histone H2AX-
homozygously deficient cells changed the transcriptome profiles of a few genes greatly,
but they could not compensate for the lost function, thus resulting in a phenotype with
increased radio sensitivity.



Int. J. Mol. Sci. 2024, 25, 3283 15 of 20

4. Materials and Methods
4.1. Mouse ES Cells

For Fe ion irradiation studies, we used mouse B6-G cells that had transduced green
fluorescent proteina gene (GFP) to C57BL/6 wild-type mouse ES cells, obtained from
Institute of Physical and Chemical Research (RIKEN) in Japan. For space experiments, we
used wild-type mouse ES cells. Preparation of mouse ES cells lacking the histone H2AX
gene with 129 Sv and C57BL/6 heterozygous background was performed as described
before [19].

4.2. Preparation of Space Samples

After culturing the wild-type and histone H2AX gene-deficient mouse ES cells, they
were suspended in a cell cryopreservation solution, CELLBANKER (Zenoaq Resource,
Fukushima, Japan), dispensed into a cryotube at a concentration of 2 × 106 cells/tube, and
cryopreserved (−150 ◦C). These tubes were launched on 2 March 2013 as a “Stem Cells”
project from the NASA Kennedy Space Center (Merritt Island, FL, USA) in a GLACIER
freezer (−95 ◦C) aboard the SpaceX-2 Dragon. After arriving at the ISS, the cells were stored
in a MELFI freezer (−95 ◦C) in the Japanese experiment module “Kibo”. The cells that were
stored for the longest time were brought back from the ISS to the ground again on 3 July
2017 using Glacier (−95 ◦C). The samples (ISS) were transported from the Kennedy Space
Center to JAXA, Tsukuba Space Center in Ibaraki, Japan, using dry ice (−79 ◦C). Ground-
preserved control cells (BU) were stored at −95 ◦C in JAXA (Tukuba, Japan), Tsukuba Space
Center, at exactly the same time and for the same duration and at the same temperature
as the space samples. The recovered ISS and BU samples in Japan were transferred to
Osaka City University on dry ice, where they were stored at −150 ◦C. They were analyzed
about one year later. Physical dosimeters, Bio PADLES, were attached to the package of
cell samples both on the ISS and on the round at JAXA, Tsukuba Space Center.

4.3. Irradiation by Accelerator

Using an accelerator, the Heavy Ion Medical Accelerator in Chiba (HIMAC) at QST
National Institute of Radiological Sciences, mouse ES cells were irradiated by Fe ion particle
beams in a frozen state on dry ice as references for single beam irradiation. The Fe ion beam
was 500 MeV/n, and the LET was 218 keV/µm. When irradiating the cells with Fe ion
beams using an accelerator on the ground, the cryotube (1.5 mL) containing the cells was
placed in a Styrofoam box with a sufficient amount of dry ice (−79 ◦C) around the opposite
side of the irradiation side. We put the cryotube upright and covered the top with dry ice.
As the absorbed dose rate of Fe ion irradiation was about 300 mGy/min, it took about
10 min for irradiation of 3 Gy (absorbed dose). The cryotubes containing the irradiated
cells were transported on dry ice, then stored in a −150 ◦C freezer, and analyzed.

4.4. RNA Sequencing Analyses

Frozen mouse ES cells were thawed at 37 ◦C. After adding the warmed culture
medium [19], the cells were inoculated on an 8-hole plastic dish and cultured for the
experimentally determined time. The pre-culture cell samples and time-indicated samples
were taken separately after rubbing with scrapers. The cell suspensions were removed and
mixed with Zenoll solution and gently mixed. The samples were frozen at −20 ◦C. The
total RNA was isolated using a TRIZOL reagent (Thermo Fisher Scientific, Waltham, MA,
USA). Then, 500 ng total RNA was used for RNA sequencing and analyzed by Tsukuba
i-Laboratory LLP (Tsukuba, Ibaraki, Japan). Sequencing libraries were prepared using
NEBNext rRNA Depletion Kit and NEBNext Ultra RNA Library Prep Kit for Illumina (New
England Biolabs, Ipswich, MA, USA). Paired-end sequencing for 2 × 36 base reads was
performed with NextSeq500 (Illumina, San Diego, CA, USA). FASTQ files were imported to
CLC Genomics Workbench (CLC-WG, ver. 10.1.1, Qiagen, Hilden, Germany) for analysis.
Expression values were calculated as “reads per kilobase per million reads (RPKM)” using
the RNAseq analysis tool of CLC-GW. RPKM values were normalized by the quantile
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method. Fold change and difference were calculated for filtering differentially expressed
genes. The data set was derived from a single space experiment, so the error bars and
p-values are not shown.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/ijms25063283/s1. References [87–97] are cited in the supplementary files.

Author Contributions: Conceptualization, K.Y., M.H. (Megumi Hada), G.K., A.N., M.M., F.A.C., and
T.M.; Data curation, T.M.; Formal analysis, M.M.; Funding acquisition, K.Y. and T.M.; Investigation,
K.Y., A.K., K.K., T.K., H.W., and T.M.; Methodology, M.H. (Masami Hayashi), K.E.-K., T.K., M.M., and
T.M.; Project administration, H.H.S., A.N., and T.M.; Resources, K.Y., T.T., H.W., and G.K.; Software,
M.M.; Supervision, K.Y., F.A.C., and T.M.; Validation, M.M.; Writing—original draft, K.Y., M.M., and
T.M.; Writing—review and editing, M.H. (Megumi Hada), K.E.-K., G.K., P.S., M.M., F.A.C., and T.M.
All authors have read and agreed to the published version of the manuscript.

Funding: This work was supported by JAXA (Human Spaceflight Technology Directorate), QST-
HIMAC (Research project with heavy ions) No.21J265, and Ministry of Education, Culture, Sports,
Science and Technology of Japan (TM, KY) Nos. 15K11919, 24620007, 21K12242.

Data Availability Statement: Data are contained within the article and Supplementary Materials.

Acknowledgments: We thank JAXA and JSF members for the discussions and helpful suggestions
for this study. We also thank the QST members for the usage of the HIMAC accelerator to support
the irradiation.

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

References
1. Durante, M.; Cucinotta, F.A. Heavy ion carcinogenesis and human space exploration. Nat. Rev. Cancer 2008, 8, 465–472. [CrossRef]

[PubMed]
2. Hagiwara, Y.; Niimi, A.; Isono, M.; Yamauchi, M.; Yasuhara, T.; Limsirichaikul, S.; Oike, T.; Sato, H.; Held, K.D.; Nakano, T.; et al.

3D-structured illumination microscopy reveals clustered DNA double-strand break formation in widespread γH2AX foci after
high LET heavy-ion particle radiation. Oncotarget 2017, 8, 109370–109381. [CrossRef]

3. Blakely, E.A. The 20th Gray lecture 2019: Health and heavy ions. Br. J. Radiol. 2020, 93, 20200172. [CrossRef] [PubMed]
4. Sihver, L.; Mortazavi, S.M.J. Biological Protection in Deep Space Missions. J. Biomed. Phys. Eng. 2021, 11, 663–674. [CrossRef]

[PubMed]
5. Nakano, T.; Akamatsu, K.; Tsuda, M.; Tujimoto, A.; Hirayama, R.; Hiromoto, T.; Tamada, T.; Ide, H.; Shikazono, N. Formation of

clustered DNA damage in vivo upon irradiation with ionizing radiation: Visualization and analysis with atomic force microscopy.
Proc. Natl. Acad. Sci. USA 2022, 119, e2119132119. [CrossRef]

6. Cacao, E.; Hada, M.; Saganti, P.B.; George, K.A.; Cucinotta, F.A. Relative Biological Effectiveness of HZE Particles for Chromosomal
Exchanges and Other Surrogate Cancer Risk Endpoints. PLoS ONE 2016, 11, e0153998. [CrossRef]

7. Goodhead, D.T. Track Structure and the Quality Factor for Space Radiation Cancer Risk (REID). 2018. Available online: https:
//three.jsc.nasa.gov/articles/Track_QF_Goodhead.pdf (accessed on 28 September 2018).

8. Cucinotta, F.A.; Cacao, E. Risks of cognitive detriments after low dose heavy ion and proton exposures. Int. J. Radiat. Biol. 2019,
95, 985–998. [CrossRef]

9. Huang, E.G.; Wang, R.-Y.; Xie, L.; Chang, P.; Yao, G.; Zhang, B.; Ham, D.W.; Lin, Y.; Blakely, E.A.; Sachs, R.K. Simulating galactic
cosmic ray effects: Synergy modeling of murine tumor prevalence after exposure to two one-ion beams in rapid sequence. Life Sci.
Space Res. 2020, 25, 107–118. [CrossRef]

10. Cucinotta, F.A.; Pak, S. Cancer and circulatory disease risks for the largest solar particle events in the space age. Life Sci. Space Res.
2024, 40, 1–7. [CrossRef]

11. Cucinotta, F.A.; Kim, M.-H.Y.; Willingham, V.; George, K.A. Physical and Biological Organ Dosimetry Analysis for International
Space Station Astronauts. Radiat. Res. 2008, 170, 127–138. [CrossRef]

12. Nagamatsu, A.; Murakami, K.; Kitajo, K.; Shimada, K.; Kumagai, H.; Tawara, H. Area radiation monitoring on ISS Increments 17
to 22 using PADLES in the Japanese Experiment Module Kibo. Radiat. Meas. 2013, 59, 84–93. [CrossRef]

13. Naito, M.; Hasebe, N.; Shikishima, M.; Amano, Y.; Haruyama, J.; A Matias-Lopes, J.; Kim, K.J.; Kodaira, S. Radiation dose and its
protection in the Moon from galactic cosmic rays and solar energetic particles: At the lunar surface and in a lava tube. J. Radiol.
Prot. 2020, 40, 947–961. [CrossRef] [PubMed]

14. Zhang, S.; Wimmer-Schweingruber, R.F.; Yu, J.; Wang, C.; Fu, Q.; Zou, Y.; Sun, Y.; Wang, C.; Hou, D.; Böttcher, S.I.; et al. First
measurements of the radiation dose on the lunar surface. Sci. Adv. 2020, 6, eaaz1334. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms25063283/s1
https://www.mdpi.com/article/10.3390/ijms25063283/s1
https://doi.org/10.1038/nrc2391
https://www.ncbi.nlm.nih.gov/pubmed/18451812
https://doi.org/10.18632/oncotarget.22679
https://doi.org/10.1259/bjr.20200172
https://www.ncbi.nlm.nih.gov/pubmed/33021811
https://doi.org/10.31661/jbpe.v0i0.1193
https://www.ncbi.nlm.nih.gov/pubmed/34904063
https://doi.org/10.1073/pnas.2119132119
https://doi.org/10.1371/journal.pone.0153998
https://three.jsc.nasa.gov/articles/Track_QF_Goodhead.pdf
https://three.jsc.nasa.gov/articles/Track_QF_Goodhead.pdf
https://doi.org/10.1080/09553002.2019.1623427
https://doi.org/10.1016/j.lssr.2020.01.001
https://doi.org/10.1016/j.lssr.2023.10.003
https://doi.org/10.1667/RR1330.1
https://doi.org/10.1016/j.radmeas.2013.05.008
https://doi.org/10.1088/1361-6498/abb120
https://www.ncbi.nlm.nih.gov/pubmed/32964860
https://doi.org/10.1126/sciadv.aaz1334


Int. J. Mol. Sci. 2024, 25, 3283 17 of 20

15. Kim, M.Y.; Cucinotta, F.A.; Nounu, H.; Zeitlin, C.; Hassler, D.M.; Rafkin, S.C.R.; Wimmer-Schweingruber, B.; Ehresmann,
D.E.; Brinza, S.; Böttcher, E.; et al. Comparison of Martian Surface Ionizing Radiation Measurements from MSL-RAD with
Badhwar-O’Neill 2011/HZETRN Model Calculations. J. Geophys. Res. 2014, 119, 1311–1321. [CrossRef]

16. A Cucinotta, F.; Wu, H.; Shavers, M.R.; George, K. Radiation dosimetry and biophysical models of space radiation effects.
Gravitational Space Biol. 2003, 16, 11–18.

17. Zeitlin, C.; Hassler, D.M.; Cucinotta, F.A.; Ehresmann, B.; Wimmer-Schweingruber, R.F.; Brinza, D.E.; Kang, S.; Weigle, G.;
Böttcher, S.; Böhm, E.; et al. Measurements of Energetic Particle Radiation in Transit to Mars on the Mars Science Laboratory.
Science 2013, 340, 1080–1084. [CrossRef] [PubMed]

18. Zeitlin, C.; Hassler, D.; Ehresmann, B.; Rafkin, S.; Guo, J.; Wimmer-Schweingruber, R.; Berger, T.; Matthiä, D. Measurements of
radiation quality factor on Mars with the Mars Science Laboratory Radiation Assessment Detector. Life Sci. Space Res. 2019, 22,
89–97. [CrossRef]

19. Yoshida, K.; Hada, M.; Kizu, A.; Kitada, K.; Eguchi-Kasai, K.; Kokubo, T.; Teramura, T.; Yano, S.; Suzuki, H.H.; Watanabe, H.; et al.
Comparison of biological measurement and physical estimates of space radiation in the International Space Station. Heliyon 2022,
8, e10266. [CrossRef] [PubMed]

20. Cucinotta, F.A.; To, K.; Cacao, E. Predictions of space radiation fatality risk for exploration missions. Life Sci. Space Res. 2017, 13,
1–11. [CrossRef]

21. Fensterl, V.; Sen, G.C. Interferon-Induced Ifit Proteins: Their Role in Viral Pathogenesis. J. Virol. 2015, 89, 2462–2468. [CrossRef]
22. Midwood, K.S.; Valenick, L.V.; Hsia, H.C.; Schwarzbauer, J.E. Coregulation of Fibronectin Signaling and Matrix Contraction by

Tenascin-C and Syndecan-4. Mol. Biol. Cell 2004, 15, 5670–5677. [CrossRef]
23. Schenke-Layland, K.; Angelis, E.; Rhodes, K.E.; Heydarkhan-Hagvall, S.; Mikkola, H.K.; MacLellan, W.R.; MacLellan, W.R.

Collagen IV Induces Trophoectoderm Differentiation of Mouse Embryonic Stem Cells. Stem Cells 2007, 25, 1529–1538. [CrossRef]
24. Ando, Y.; Okeyo, K.O.; Adachi, T. Pluripotency state of mouse ES cells determines their contribution to self-organized layer

formation by mesh closure on microstructured adhesion-limiting substrates. Biochem. Biophys. Res. Commun. 2021, 590, 97–102.
[CrossRef]

25. Ho, M.; Thompson, B.; Fisk, J.N.; Nebert, D.W.; Bruford, E.A.; Vasiliou, V.; Bunick, C.G. Update of the keratin gene family:
Evolution, tissue-specific expression patterns, and relevance to clinical disorders. Hum. Genom. 2022, 16, 1–21. [CrossRef]

26. Ralston, A.; Rossant, J. Cdx2 acts downstream of cell polarization to cell-autonomously promote trophectoderm fate in the early
mouse embryo. Dev. Biol. 2008, 313, 614–629. [CrossRef]

27. Bhattacharya, B.; Miura, T.; Brandenberger, R.; Mejido, J.; Luo, Y.; Yang, A.X.; Joshi, B.H.; Ginis, I.; Thies, R.S.; Amit, M.; et al.
Gene expression in human embryonic stem cell lines: Unique molecular signature. Blood 2004, 103, 2956–2964. [CrossRef]

28. Abujarour, R.; Efe, J.; Ding, S. Genome-wide gain-of-function screen identifies novel regulators of pluripotency. Stem Cells 2010,
28, 1487–1497. [CrossRef]

29. Saha, J.; Wang, M.; Cucinotta, F.A. Investigation of switch from ATM to ATR signaling at the sites of DNA damage induced by
low and high LET radiation. DNA Repair. 2013, 12, 1143–1151. [CrossRef]

30. 1990 Recommendations of the International Commission on Radiological Protection (ICRP Publication 60). Ann. ICRP 1991, 21,
1–3.

31. Vitale, I.; Manic, G.; De Maria, R.; Kroemer, G.; Galluzzi, L. DNA Damage in Stem Cells. Mol. Cell 2017, 66, 306–319. [CrossRef]
32. Smith, J.; Tho, L.M.; Xu, N.; Gillespie, D.A. The ATM-Chk2 and ATR-Chk1 pathways in DNA damage signaling and cancer. Adv.

Cancer Res. 2010, 108, 73–112. [CrossRef]
33. Mozaffari, N.L.; Pagliarulo, F.; Sartori, A.A. Human CtIP: A ‘double agent’ in DNA repair and tumorigenesis. Semin. Cell Dev.

Biol. 2020, 113, 47–56. [CrossRef]
34. Li, F.; Mladenov, E.; Sun, Y.; Soni, A.; Stuschke, M.; Timmermann, B.; Iliakis, G. Low CDK Activity and Enhanced Degradation by

APC/CCDH1 Abolishes CtIP Activity and Alt-EJ in Quiescent Cells. Cells 2023, 12, 1530. [CrossRef]
35. Xu, Z.-X.; Timanova-Atanasova, A.; Zhao, R.-X.; Chang, K.-S. PML Colocalizes with and Stabilizes the DNA Damage Response

Protein TopBP1. Mol. Cell. Biol. 2003, 23, 4247–4256. [CrossRef]
36. Nickoloff, J.A.; Jaiswal, A.S.; Sharma, N.; Williamson, E.A.; Tran, M.T.; Arris, D.; Yang, M.; Hromas, R. Cellular Responses to

Widespread DNA Replication Stress. Int. J. Mol. Sci. 2023, 24, 16903. [CrossRef]
37. Yamane, K.; Wu, X.; Chen, J. A DNA Damage-Regulated BRCT-Containing Protein, TopBP1, Is Required for Cell Survival. Mol.

Cell. Biol. 2002, 22, 555–566. [CrossRef]
38. Mladenova, V.; Mladenov, E.; Stuschke, M.; Iliakis, G. DNA Damage Clustering after Ionizing Radiation and Consequences in the

Processing of Chromatin Breaks. Molecules 2022, 27, 1540. [CrossRef] [PubMed]
39. Morita, T.; Yoshimura, Y.; Yamamoto, A.; Murata, K.; Mori, M.; Yamamoto, H.; Matsushiro, A. A mouse homolog of the Escherichia

coli recA and Saccharomyces cervisiae RAD51 genes. Proc. Natl. Acad. Sci. USA 1993, 90, 6577–6580. [CrossRef] [PubMed]
40. Yamamoto, A.; Yagi, H.; Habu, T.; Yoshimura, Y.; Matsushiro, A.; Nishimune, Y.; Morita, T.; Taki, T.; Yoshida, K.; Yamamoto, K.

Cell cycle-dependent expression of the mouseRad51 gene in proliferating cells. Mol. Genet. Genom. 1996, 251, 1–12. [CrossRef]
[PubMed]

41. Tsuzuki, T.; Fujii, Y.; Sakumi, K.; Tominaga, Y.; Nakao, K.; Sekiguchi, M.; Matsushiro, A.; Yoshimura, Y.; Morita, T. Targeted
disruption of the Rad51 gene leads to lethality in embryonic mice. Proc. Natl. Acad. Sci. USA 1996, 93, 6236–6240. [CrossRef]
[PubMed]

https://doi.org/10.1002/2013JE004549
https://doi.org/10.1126/science.1235989
https://www.ncbi.nlm.nih.gov/pubmed/23723233
https://doi.org/10.1016/j.lssr.2019.07.010
https://doi.org/10.1016/j.heliyon.2022.e10266
https://www.ncbi.nlm.nih.gov/pubmed/36061033
https://doi.org/10.1016/j.lssr.2017.01.005
https://doi.org/10.1128/JVI.02744-14
https://doi.org/10.1091/mbc.e04-08-0759
https://doi.org/10.1634/stemcells.2006-0729
https://doi.org/10.1016/j.bbrc.2021.12.066
https://doi.org/10.1186/s40246-021-00374-9
https://doi.org/10.1016/j.ydbio.2007.10.054
https://doi.org/10.1182/blood-2003-09-3314
https://doi.org/10.1002/stem.472
https://doi.org/10.1016/j.dnarep.2013.10.004
https://doi.org/10.1016/j.molcel.2017.04.006
https://doi.org/10.1016/B978-0-12-380888-2.00003-0
https://doi.org/10.1016/j.semcdb.2020.09.001
https://doi.org/10.3390/cells12111530
https://doi.org/10.1128/MCB.23.12.4247-4256.2003
https://doi.org/10.3390/ijms242316903
https://doi.org/10.1128/MCB.22.2.555-566.2002
https://doi.org/10.3390/molecules27051540
https://www.ncbi.nlm.nih.gov/pubmed/35268641
https://doi.org/10.1073/pnas.90.14.6577
https://www.ncbi.nlm.nih.gov/pubmed/8341671
https://doi.org/10.1007/BF02174338
https://www.ncbi.nlm.nih.gov/pubmed/8628240
https://doi.org/10.1073/pnas.93.13.6236
https://www.ncbi.nlm.nih.gov/pubmed/8692798


Int. J. Mol. Sci. 2024, 25, 3283 18 of 20

42. Inagawa, T.; Wennink, T.; Lebbink, J.H.G.; Keijzers, G.; Florea, B.I.; Verkaik, N.S.; van Gent, D.C. C-Terminal Extensions of Ku70
and Ku80 Differentially Influence DNA End Binding Properties. Int. J. Mol. Sci. 2020, 21, 6725. [CrossRef] [PubMed]

43. Ma, Y.; Pannicke, U.; Schwarz, K.; Lieber, M.R. Hairpin Opening and Overhang Processing by an Artemis/DNA-Dependent
Protein Kinase Complex in Nonhomologous End Joining and V(D)J Recombination. Cell 2002, 108, 781–794. [CrossRef]

44. Zhang, X.; Succi, J.; Feng, Z.; Prithivirajsingh, S.; Story, M.D.; Legerski, R.J. Artemis is a phosphorylation target of ATM and ATR
and is involved in the G2/M DNA damage checkpoint response. Mol. Cell Biol. 2004, 24, 9207–9220. [CrossRef]

45. Shahbazi, J.; Lock, R.; Liu, T. Tumor Protein 53-Induced Nuclear Protein 1 Enhances p53 Function and Represses Tumorigenesis.
Front. Genet. 2013, 4, 80. [CrossRef] [PubMed]

46. Sándor, N.; Schilling-Tóth, B.; Kis, E.; Fodor, L.; Mucsányi, F.; Sáfrány, G.; Hegyesi, H. TP53inp1 Gene Is Implicated in Early
Radiation Response in Human Fibroblast Cells. Int. J. Mol. Sci. 2015, 16, 25450–25465. [CrossRef] [PubMed]

47. Lagunas-Martínez, A.; García-Villa, E.; Arellano-Gaytán, M.; Contreras-Ochoa, C.O.; Dimas-González, J.; López-Arellano, M.E.;
Madrid-Marina, V.; Gariglio, P. MG132 plus apoptosis antigen-1 (APO-1) antibody cooperate to restore p53 activity inducing
autophagy and p53-dependent apoptosis in HPV16 E6-expressing keratinocytes. Apoptosis 2016, 22, 27–40. [CrossRef] [PubMed]

48. Yamazaki, T.; Galluzzi, L. BAX and BAK dynamics control mitochondrial DNA release during apoptosis. Cell Death Differ. 2022,
29, 1296–1298. [CrossRef] [PubMed]

49. Kim, R.; Emi, M.; Tanabe, K. Caspase-dependent and -independent cell death pathways after DNA damage (Review). Oncol. Rep.
2005, 14, 595–599. [CrossRef] [PubMed]

50. White, J.; Stead, E.; Faast, R.; Conn, S.; Cartwright, P.; Dalton, S. Developmental Activation of the Rb–E2F Pathway and
Establishment of Cell Cycle-regulated Cyclin-dependent Kinase Activity during Embryonic Stem Cell Differentiation. Mol. Biol.
Cell 2005, 16, 2018–2027. [CrossRef]

51. Conklin, J.F.; Baker, J.; Sage, J. The RB family is required for the self-renewal and survival of human embryonic stem cells. Nat.
Commun. 2012, 3, 1244. [CrossRef]

52. Vélez-Cruz, R.; Manickavinayaham, S.; Biswas, A.K.; Clary, R.W.; Premkumar, T.; Cole, F.; Johnson, D.G. RB localizes to DNA
double-strand breaks and promotes DNA end resection and homologous recombination through the recruitment of BRG1.
Minerva Anestesiol. 2016, 30, 2500–2512. [CrossRef]

53. Pouyet, L.; Carrier, A. Mutant mouse models of oxidative stress. Transgenic. Res. 2009, 19, 155–164. [CrossRef]
54. Ohshige, T.; Iwata, M.; Omori, S.; Tanaka, Y.; Hirose, H.; Kaku, K.; Maegawa, H.; Watada, H.; Kashiwagi, A.; Kawamori, R.; et al.

Association of New Loci Identified in European Genome-Wide Association Studies with Susceptibility to Type 2 Diabetes in the
Japanese. PLoS ONE 2011, 6, e26911. [CrossRef] [PubMed]

55. Bassing, C.H.; Chua, K.F.; Sekiguchi, J.; Suh, H.; Whitlow, S.R.; Fleming, J.C.; Monroe, B.C.; Ciccone, D.N.; Yan, C.; Vlasakova, K.;
et al. Increased ionizing radiation sensitivity and genomic instability in the absence of histone H2AX. Proc. Natl. Acad. Sci. USA
2002, 99, 8173–8178. [CrossRef] [PubMed]

56. Yoshida, K.; Morita, T. Control of Radiosensitivity of F9 Mouse Teratocarcinoma Cells by Regulation of Histone H2AX Gene
Expression using a Tetracycline Turn-Off System. Cancer Res. 2004, 64, 4131–4136. [CrossRef] [PubMed]

57. Franco, S.; Gostissa, M.; Zha, S.; Lombard, D.B.; Murphy, M.M.; Zarrin, A.A.; Yan, C.; Tepsuporn, S.; Morales, J.C.; Adams, M.M.;
et al. H2AX Prevents DNA Breaks from Progressing to Chromosome Breaks and Translocations. Mol. Cell 2006, 21, 201–214.
[CrossRef]

58. Nishida, H.; Tomaru, Y.; Oho, Y.; Hayashizaki, Y. Naturally occurring antisense RNA of histone H2a in mouse cultured cell lines.
BMC Genet. 2005, 6, 23. [CrossRef]

59. Beheshti, A.; Sachs, R.K.; Peluso, M.; Rietman, E.; Hahnfeldt, P.; Hlatky, L. Age and Space Irradiation Modulate Tumor Progression:
Implications for Carcinogenesis Risk. Radiat. Res. 2013, 179, 208–220. [CrossRef]

60. Wage, J.; Ma, L.; Peluso, M.; Lamont, C.; Evens, A.M.; Hahnfeldt, P.; Hlatky, L.; Beheshti, A. Proton irradiation impacts age-driven
modulations of cancer progression influenced by immune system transcriptome modifications from splenic tissue. J. Radiat. Res.
2015, 56, 792–803. [CrossRef]

61. Overbey, E.G.; Paul, A.M.; da Silveira, W.A.; Tahimic, C.G.T.; Reinsch, S.S.; Szewczyk, N.; Stanbouly, S.; Wang, C.; Galazka,
J.M.; Mao, X.W. Mice Exposed to Combined Chronic Low-Dose Irradiation and Modeled Microgravity Develop Long-Term
Neurological Sequelae. Int. J. Mol. Sci. 2019, 20, 4094. [CrossRef] [PubMed]

62. Paul, A.M.; Overbey, E.G.; da Silveira, W.A.; Szewczyk, N.; Nishiyama, N.C.; Pecaut, M.J.; Anand, S.; Galazka, J.M.; Mao, X.W.
Immunological and hematological outcomes following protracted low dose/low dose rate ionizing radiation and simulated
microgravity. Sci. Rep. 2021, 11, 1–11. [CrossRef]

63. Schenten, V.; Gueguinou, N.; Baatout, S.; Frippiat, J.-P. Modulation of Pleurodeles waltl DNA Polymerase mu Expression by
Extreme Conditions Encountered during Spaceflight. PLoS ONE 2013, 8, e69647. [CrossRef]

64. Beheshti, A.; Ray, S.; Fogle, H.; Berrios, D.; Costes, S.V. A microRNA signature and TGF-β1 response were identified as the key
master regulators for spaceflight response. PLoS ONE 2018, 13, e0199621. [CrossRef]

65. Fujita, S.-I.; Rutter, L.; Ong, Q.; Muratani, M. Integrated RNA-seq Analysis Indicates Asynchrony in Clock Genes between Tissues
under Spaceflight. Life 2020, 10, 196. [CrossRef]

66. Veliz, A.L.; Mamoun, L.; Hughes, L.; Vega, R.; Holmes, B.; Monteon, A.; Bray, J.; Pecaut, M.J.; Kearns-Jonker, M. Transcriptomic
Effects on the Mouse Heart Following 30 Days on the International Space Station. Biomolecules 2023, 13, 371. [CrossRef]

https://doi.org/10.3390/ijms21186725
https://www.ncbi.nlm.nih.gov/pubmed/32937838
https://doi.org/10.1016/S0092-8674(02)00671-2
https://doi.org/10.1128/MCB.24.20.9207-9220.2004
https://doi.org/10.3389/fgene.2013.00080
https://www.ncbi.nlm.nih.gov/pubmed/23717325
https://doi.org/10.3390/ijms161025450
https://www.ncbi.nlm.nih.gov/pubmed/26512655
https://doi.org/10.1007/s10495-016-1299-1
https://www.ncbi.nlm.nih.gov/pubmed/27766434
https://doi.org/10.1038/s41418-022-00985-2
https://www.ncbi.nlm.nih.gov/pubmed/35347233
https://doi.org/10.3892/or.14.3.595
https://www.ncbi.nlm.nih.gov/pubmed/16077961
https://doi.org/10.1091/mbc.e04-12-1056
https://doi.org/10.1038/ncomms2254
https://doi.org/10.1101/gad.288282.116
https://doi.org/10.1007/s11248-009-9308-6
https://doi.org/10.1371/journal.pone.0026911
https://www.ncbi.nlm.nih.gov/pubmed/22046406
https://doi.org/10.1073/pnas.122228699
https://www.ncbi.nlm.nih.gov/pubmed/12034884
https://doi.org/10.1158/0008-5472.CAN-03-2566
https://www.ncbi.nlm.nih.gov/pubmed/15205323
https://doi.org/10.1016/j.molcel.2006.01.005
https://doi.org/10.1186/1471-2156-6-23
https://doi.org/10.1667/RR3100.1
https://doi.org/10.1093/jrr/rrv043
https://doi.org/10.3390/ijms20174094
https://www.ncbi.nlm.nih.gov/pubmed/31443374
https://doi.org/10.1038/s41598-021-90439-5
https://doi.org/10.1371/journal.pone.0069647
https://doi.org/10.1371/journal.pone.0199621
https://doi.org/10.3390/life10090196
https://doi.org/10.3390/biom13020371


Int. J. Mol. Sci. 2024, 25, 3283 19 of 20

67. Gridley, D.S.; Mao, X.W.; Tian, J.; Cao, J.D.; Perez, C.; Stodieck, L.S.; Ferguson, V.L.; A Bateman, T.; Pecaut, M.J. Genetic and
Apoptotic Changes in Lungs of Mice Flown on the STS-135 Mission in Space. In Vivo 2015, 29, 423–433.

68. Garrett-Bakelman, F.E.; Darshi, M.; Green, S.J.; Gur, R.C.; Lin, L.; Macias, B.R.; McKenna, M.J.; Meydan, C.; Mishra, T.; Nasrini,
J.; et al. The NASA Twins Study: A multidimensional analysis of a year-long human spaceflight. Science 2019, 364, eaau8650.
[CrossRef]

69. da Silveira, W.A.; Fazelinia, H.; Rosenthal, S.B.; Laiakis, E.C.; Kim, M.S.; Meydan, C.; Kidane, Y.; Rathi, K.S.; Smith, S.M.; Steer, B.;
et al. Comprehensive Multi-omics Analysis Reveals Mitochondrial Stress as a Central Biological Hub for Spaceflight Impact. Cell
2020, 183, 1185–1201.e20. [CrossRef] [PubMed]

70. Tilton, S.C.; Markillie, L.M.; Hays, S.; Taylor, R.C.; Stenoien, D.L. Identification of Differential Gene Expression Patterns after
Acute Exposure to High and Low Doses of Low-LET Ionizing Radiation in a Reconstituted Human Skin Tissue. Radiat. Res. 2016,
186, 531–538. [CrossRef] [PubMed]

71. Cano, C.E.; Gommeaux, J.; Pietri, S.; Culcasi, M.; Garcia, S.; Seux, M.; Barelier, S.; Vasseur, S.; Spoto, R.P.; Peébusque, M.-J.; et al.
Tumor Protein 53–Induced Nuclear Protein 1 Is a Major Mediator of p53 Antioxidant Function. Cancer Res. 2008, 69, 219–226.
[CrossRef] [PubMed]

72. Sarin, N.; Engel, F.; Kalayda, G.V.; Mannewitz, M.; Cinatl, J.; Rothweiler, F.; Michaelis, M.; Saafan, H.; Ritter, C.A.; Jaehde, U.;
et al. Cisplatin resistance in non-small cell lung cancer cells is associated with an abrogation of cisplatin-induced G2/M cell cycle
arrest. PLoS ONE 2017, 12, e0181081. [CrossRef]

73. El Husseini, N.; Schlisser, A.E.; Hales, B.F. Editor’s Highlight: Hydroxyurea Exposure Activates the P53 Signaling Pathway in
Murine Organogenesis-Stage Embryos. Toxicol. Sci. 2016, 152, 297–308. [CrossRef]

74. Hong, Y.; Cervantes, R.B.; Tichy, E.; Tischfield, J.A.; Stambrook, P.J. Protecting genomic integrity in somatic cells and embryonic
stem cells. Mutat. Res. Mol. Mech. Mutagen. 2007, 614, 48–55. [CrossRef]

75. Aladjem, M.I.; Spike, B.T.; Rodewald, L.W.; Hope, T.J.; Klemm, M.; Jaenisch, R.; Wahl, G.M. ES cells do not activate p53-dependent
stress responses and undergo p53-independent apoptosis in response to DNA damage. Curr. Biol. 1998, 8, 145–155. [CrossRef]

76. Solozobova, V.; Rolletschek, A.; Blattner, C. Nuclear accumulation and activation of p53 in embryonic stem cells after DNA
damage. BMC Cell Biol. 2009, 10, 46. [CrossRef] [PubMed]

77. Solozobova, V.; Blattner, C. Regulation of p53 in embryonic stem cells. Exp. Cell Res. 2010, 316, 2434–2446. [CrossRef] [PubMed]
78. Ballabeni, A.; Park, I.-H.; Zhao, R.; Wang, W.; Lerou, P.H.; Daley, G.Q.; Kirschner, M.W. Cell cycle adaptations of embryonic stem

cells. Proc. Natl. Acad. Sci. USA 2011, 108, 19252–19257. [CrossRef] [PubMed]
79. Schmidt-Kastner, P.K.; Jardine, K.; Cormier, M.; McBurney, M.W. Absence of p53-dependent cell cycle regulation in pluripotent

mouse cell lines. Oncogene 1998, 16, 3003–3011. [CrossRef] [PubMed]
80. Neganova, I.; Lako, M. G1 to S phase cell cycle transition in somatic ad embryonic stem cells. J. Anat. 2008, 213, 30–44. [CrossRef]

[PubMed]
81. Prost, S.; Bellamy, C.O.; Clarke, A.R.; Wyllie, A.H.; Harrison, D.J. p53-independent DNA repair and cell cycle arrest in embryonic

stem cells. FEBS Lett. 1998, 425, 499–504. [CrossRef] [PubMed]
82. Kim, J.M.; Nakao, K.; Nakamura, K.; Saito, I.; Katsuki, M.; Arai, K.; Masai, H. Inactivation of Cdc7 kinase in mouse ES cells results

in S-phase arrest and p53-dependent cell death. EMBO J. 2002, 21, 2168–2179. [CrossRef] [PubMed]
83. Li, M.; He, Y.; Dubois, W.; Wu, X.; Shi, J.; Huang, J. Distinct Regulatory Mechanisms and Functions for p53-Activated and

p53-Repressed DNA Damage Response Genes in Embryonic Stem Cells. Mol. Cell 2012, 46, 30–42. [CrossRef] [PubMed]
84. ter Huurne, M.; Peng, T.; Yi, G.; van Mierlo, G.; Marks, H.; Stunnenberg, H.G. Critical Role for P53 in Regulating the Cell Cycle of

ground state embryonic stem cells. Stem Cell Rep. 2020, 14, 175–183. [CrossRef]
85. Tomasini, R.; Seux, M.; Nowak, J.; Bontemps, C.; Carrier, A.; Dagorn, J.-C.; Pébusque, M.-J.; Iovanna, J.L.; Dusetti, N.J. TP53INP1

is a novel p73 target gene that induces cell cycle arrest and cell death by modulating p73 transcriptional activity. Oncogene 2005,
24, 8093–8104. [CrossRef]

86. Hong, H.; Takahashi, K.; Ichisaka, T.; Aoi, T.; Kanagawa, O.; Nakagawa, M.; Okita, K.; Yamanaka, S. Suppression of induced
pluripotent stem cell generation by the p53–p21 pathway. Nature 2009, 460, 1132–1135. [CrossRef] [PubMed]

87. Stillman, B. Origin recognition and the chromosome cycle. FEBS Lett. 2005, 579, 877–884. [CrossRef]
88. O’donnell, M.; Langston, L.; Stillman, B. Principles and Concepts of DNA Replication in Bacteria, Archaea, and Eukarya. Cold

Spring Harb. Perspect. Biol. 2013, 5, a010108. [CrossRef]
89. Hu, Y.; Stillman, B. Origins of DNA replication in eukaryotes. Mol. Cell 2023, 83, 352–372. [CrossRef]
90. Fishel, R. Mismatch Repair. J. Biol. Chem. 2015, 290, 26395–26403. [CrossRef]
91. Chaudhuri, A.R.; Nussenzweig, A. The multifaceted roles of PARP1 in DNA repair and chromatin remodelling. Nat. Rev. Mol.

Cell Biol. 2017, 18, 610–621. [CrossRef]
92. Apostolou, Z.; Chatzinikolaou, G.; Stratigi, K.; Garinis, G.A. Nucleotide Excision Repair and Transcription-Associated Genome

Instability. BioEssays 2019, 41, e1800201. [CrossRef] [PubMed]
93. Krokan, H.E.; Bjørås, M. Base Excision Repair. Cold Spring Harb. Perspect. Biol. 2013, 5, a012583. [CrossRef] [PubMed]
94. Beard, W.A.; Horton, J.K.; Prasad, R.; Wilson, S.H. Eukaryotic Base Excision Repair: New Approaches Shine Light on Mechanism.

Annu. Rev. Biochem. 2019, 88, 137–162. [CrossRef] [PubMed]
95. Marteijn, J.A.; Lans, H.; Vermeulen, W.; Hoeijmakers, J.H.J. Understanding nucleotide excision repair and its roles in cancer and

ageing. Nat. Rev. Mol. Cell Biol. 2014, 15, 465–481. [CrossRef]

https://doi.org/10.1126/science.aau8650
https://doi.org/10.1016/j.cell.2020.11.002
https://www.ncbi.nlm.nih.gov/pubmed/33242417
https://doi.org/10.1667/RR14471.1
https://www.ncbi.nlm.nih.gov/pubmed/27802111
https://doi.org/10.1158/0008-5472.CAN-08-2320
https://www.ncbi.nlm.nih.gov/pubmed/19118006
https://doi.org/10.1371/journal.pone.0181081
https://doi.org/10.1093/toxsci/kfw089
https://doi.org/10.1016/j.mrfmmm.2006.06.006
https://doi.org/10.1016/S0960-9822(98)70061-2
https://doi.org/10.1186/1471-2121-10-46
https://www.ncbi.nlm.nih.gov/pubmed/19534768
https://doi.org/10.1016/j.yexcr.2010.06.006
https://www.ncbi.nlm.nih.gov/pubmed/20542030
https://doi.org/10.1073/pnas.1116794108
https://www.ncbi.nlm.nih.gov/pubmed/22084091
https://doi.org/10.1038/sj.onc.1201835
https://www.ncbi.nlm.nih.gov/pubmed/9662333
https://doi.org/10.1111/j.1469-7580.2008.00931.x
https://www.ncbi.nlm.nih.gov/pubmed/18638068
https://doi.org/10.1016/S0014-5793(98)00296-8
https://www.ncbi.nlm.nih.gov/pubmed/9563521
https://doi.org/10.1093/emboj/21.9.2168
https://www.ncbi.nlm.nih.gov/pubmed/11980714
https://doi.org/10.1016/j.molcel.2012.01.020
https://www.ncbi.nlm.nih.gov/pubmed/22387025
https://doi.org/10.1016/j.stemcr.2020.01.001
https://doi.org/10.1038/sj.onc.1208951
https://doi.org/10.1038/nature08235
https://www.ncbi.nlm.nih.gov/pubmed/19668191
https://doi.org/10.1016/j.febslet.2004.12.011
https://doi.org/10.1101/cshperspect.a010108
https://doi.org/10.1016/j.molcel.2022.12.024
https://doi.org/10.1074/jbc.R115.660142
https://doi.org/10.1038/nrm.2017.53
https://doi.org/10.1002/bies.201800201
https://www.ncbi.nlm.nih.gov/pubmed/30919497
https://doi.org/10.1101/cshperspect.a012583
https://www.ncbi.nlm.nih.gov/pubmed/23545420
https://doi.org/10.1146/annurev-biochem-013118-111315
https://www.ncbi.nlm.nih.gov/pubmed/31220977
https://doi.org/10.1038/nrm3822


Int. J. Mol. Sci. 2024, 25, 3283 20 of 20

96. Basu, U.; Bostwick, A.M.; Das, K.; Dittenhafer-Reed, K.E.; Patel, S.S. Structure, mechanism, and regulation of mitochondrial DNA
transcription initiation. J. Biol. Chem. 2020, 295, 18406–18425. [CrossRef]

97. Kotrys, A.V.; Szczesny, R.J. Mitochondrial Gene Expression and Beyond—Novel Aspects of Cellular Physiology. Cells 2019, 9, 17.
[CrossRef]

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

https://doi.org/10.1074/jbc.REV120.011202
https://doi.org/10.3390/cells9010017

	Introduction 
	Results 
	The Irradiation Effects of Fe Ions on the Mouse ES Cells in terms of Transcriptome Profile 
	The Comparison of the Expression Profile of the Transcriptome between Mouse ES Cells of Ground Backup Control and ISS-Stocked Cells 
	Homologous Recombination Repair Genes 
	Non-Homologous End Joining Repair Genes 
	Cell Cycle Regulation and p53 Pathways Genes 
	Histone H2AX-Dependent Gene Expression 

	Discussion 
	The Transcriptome of Mouse ES Cells on the ISS 
	The Enhancement of Expression in p53-Related Genes in ES Cells on the ISS 
	The Effects of Transcriptome Caused by the Lack of the Histone H2AX Gene 

	Materials and Methods 
	Mouse ES Cells 
	Preparation of Space Samples 
	Irradiation by Accelerator 
	RNA Sequencing Analyses 

	References

