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Abstract: High-pressure carbon dioxide (HPCD), a novel non-thermal pasteurization technology, has
attracted the attention of scientists due to its high pasteurization efficiency at a lower temperature
and pressure. However, the inactivation mechanism has not been well researched, and this has
hindered its commercial application. In this work, we used a sub-lethal HPCD condition (4.0 MPa,
30 °C) and a recovery condition (30 °C) to repair the damaged cells. Transcriptome analysis was
performed by using RNA sequencing and gene ontology analysis to investigate the detailed lethal
mechanism caused by HPCD treatment. RT-qPCR analysis was conducted for certain upregulated
genes, and the influence of HPCD on protoplasts and single-gene deletion strains was investigated.
Six major categories of upregulated genes were identified, including genes associated with the
pentose phosphate pathway (oxidative phase), cell wall organization or biogenesis, glutathione
metabolism, protein refolding, phosphatidylcholine biosynthesis, and AdoMet synthesis, which
are all considered to be associated with cell death induced by HPCD. The inactivation or structure
alteration of YNL194Cp in the organelle membrane is considered the critical reason for cell death. We
believe this work contributes to elucidating the cell-death mechanism and providing a direction for
further research on non-thermal HPCD sterilization technology.

Keywords: high-pressure carbon dioxide; Saccharomyces cerevisiae; cell membrane; transcriptome
analysis; RNA sequencing; ontology analysis

1. Introduction

Currently, consumers’ requirements for food nutritional value and organoleptic quality
are increasing. Traditional pasteurization technology involves the use of high temperatures,
which can lead to a decrease in food nutritional and organoleptic quality [1]. Furthermore,
the high-temperature application is generally associated with high energy consumption,
which is counterproductive in terms of the United Nations Sustainable Development
Goals [2]. Due to these limitations, an increasing number of novel pasteurization tech-
nologies, such as high hydrostatic pressure, pulsed light technology, microwave radiation,
pulsed electric fields, ultrasound, UVC light-emitting diodes, and high-pressure carbon
dioxide technology, have attracted the attention of scientists and researchers [3-9].

In the field of non-thermal decontamination technologies, high hydrostatic pressure
is the most developed and widely used technology in the food industry. The damage to
cell membranes due to high-hydrostatic-pressure treatment has been considered the main
reason for microbial inactivation [10,11]. However, due to the high hydrostatic pressure
required (100-600 MPa) when applying this technology to commercial pasteurization, the
increased requirements for equipment become a limitation. In addition, the application
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of high pressure makes it difficult to operate on a large commercial scale. Therefore, high-
pressure carbon dioxide technology has gained a significant amount of attention due to
several advantages, such as lower pressure application (less than 20 MPa), lower equipment
requirement, and lower temperature application (less than 50 °C); additionally, carbon
dioxide is relatively inexpensive, it is a non-toxic system, and it has a lower impact on
nutrients [1].

However, compared to high hydrostatic pressure, HPCD pasteurization has yet to
reach a large commercial scale, due to a lack of substantiating research. Until recently, it was
assumed that cell-membrane damage is the leading lethal cause of HPCD pasteurization;
however, the detailed mechanism remains unknown. According to the research conducted
by the authors of Reference [12] on high hydrostatic pressures, yeast cells present different
responses to pressure under growth inhibition and lethal conditions. Therefore, we suggest
that the yeast cells may present different responses to different HPCD conditions. The
different HPCD treatment conditions for yeast cells were divided into growth-inhibition
conditions, lethal conditions, and sub-lethal conditions. The HPCD growth-inhibition
condition is defined as the condition in which the yeast cells’ growth rate began to decrease
significantly after HPCD treatment compared to the cells experiencing no HPCD treatment.
The conditions of 0.5 MPa at 25 °C for 2 h can result in growth inhibition [8]. The HPCD
lethal condition is defined as conditions that can induce entire cell death, and subsequent
cell recovery on proper culture medium after treatment was impossible. This condition
may result in the cell losing the ability to synthesize new RNA. In contrast, the sub-lethal
HPCD condition does not induce entire cell death, and the cells can recover from the
damage when placed in a proper culturing environment [13,14]. Sub-lethal damage of cells
is considered an important point for investigating the cell’s various physical changes and
mechanisms associated with cell death [15,16]. Our previous study proved that 4.0 MPa at
30 °C for 4 h are the sub-lethal HPCD conditions for yeast cells [17]. Therefore, in this study,
yeast cells exposed to sub-lethal conditions for 4 h, followed by 1 h of recovery incubation
(30 °C), were selected for transcriptome analysis to understand the mechanisms underlying
HPCD-mediated cell death. Furthermore, RT-qPCR analysis was performed for certain
upregulated genes, and the influence of HPCD on protoplasts and single-gene deletion
strains was investigated to provide more evidence for transcriptome analysis.

2. Materials and Methods
2.1. Strains and Culture Media

All the strains used in the study are presented in Table 1. A wild-type strain of
Saccharomyces cerevisine BY4741 (Thermo Fisher Scientific K. K, Tokyo, Japan) was used
in all experiments, while other single-gene deletion strains (S.cerevisine BY4741 Azwfl, S.
cerevisiae BY4741 Aopi3, S. cerevisine BY4741 Agpx1, S. cerevisiae BY4741 Agshl, S. cerevisiae
BY4741 Ahsp104, S. cerevisiae BY4741 Acrhl, S. cerevisine BY4741 Achsb, S. cerevisiae BY 4741
Agasl, and S. cerevisine BY4741 Akre6) were used only for spot assays. The open reading
frame (ORF) knockouts were produced by the Saccharomyces Genome Deletion Project [18].
A PCR-based strategy was used to replace each ORF with a KanMX cassette containing
unique tags (barcodes) for each deletion.

Strains were cultured by using yeast extract-peptone—dextrose (YPD) liquid medium
(10 g/L yeast extract, 20 g/L peptone, and 20 g/L glucose). The pre-culture was further
diluted (1:50) with fresh YPD medium in a sterile tube sealed with a silicone sponge-tapered
plug. Cultivation conditions were 30 °C at 100 rpm until logarithmic phase (ODggg = 0.8-1.0).

2.2. HPCD Treatment

Cultured strains were transferred to a high-pressure vessel (30-11HF4; High-pressure
Equipment, Elie, PA, USA), which was incubated in a 30 °C thermostatic bath for 1 h to
12 h under HPCD at 4.0 MPa. Our former work proved that those are sub-lethal conditions
for S. cerevisiae strains [17]. After 1, 2, and 4 h of treatment under HPCD at 4.0 MPa, an
incubation for recovery was performed for 1 h at 30 °C.
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Table 1. Yeast strains used in this study.

Strain Genotype
S. cerevisiae BY4741 MATa his3A1 leu2 A0 met15A0 ura3A0
S. cerevisiae BY4741 Azwfl MATa his3A1 leu2 A0 met15A0 ura3A0 YNL241C::KanMX
S. cerevisine BY4741 Aopi3 MATa his3A1 leu2 A0 met15A0 ura3A0 YJR073C::KanMX
S. cerevisiae BY4741 Agpx1 MATa his3A1 leu2A0 met15A0 ura3A0 YKL026C::KanMX
S. cerevisiae BY4741 Agshl MATa his3A1 leu2 A0 met15A0 ura3A0 YJL101C::KanMX
S. cerevisine BY4741 Ahsp104 MATa his3A1 leu2A0 met15A0 ura3A0 YLLO26W::KanMX
S. cerevisiae BY4741 Acrhl MATa his3A1 leu2 A0 met15A0 ura3A0 YGR189C::KanMX
S. cerevisine BY4741 Achs5 MATa his3A1 leu2 A0 met15A0 ura3A0 YLR330W:KanMX
S. cerevisine BY4741 Agas1 MATa his3A1 leu2 A0 met15A0 ura3A0 YMR307W::KanMX
S. cerevisiae BY4741 Akre6 MATa his3A1 leu2 A0 met15A0 ura3A0 YPR159W::KanMX

2.3. RNA Extraction and Sequencing

The total RNA of each sample was extracted by using the FastRNA Pro Red kit (MP
Biomedicals, Santa Ana, CA, USA) and purified by using the RNeasy Mini Kit (Qiagen,
Hilden, Germany). The RNA products obtained from the samples were quantified and
qualified by using an Agilent 2100 Bioanalyzer (Agilent Technologies, Palo Alto, CA,
USA), NanoDrop (Thermo FisherScientific Inc.), and 1% agarose gel electrophoresis before
next-generation sequencing of library preparations. RNA extraction, quantification, and
qualification were each conducted more than three time, followed by mixing for further
library preparation. Approximately 1 ug of extracted total RNA was used for library
preparation, based on the manufacturer’s protocol of the NEBNext Ultra RNA Library
Prep kit for Illumina. The library sequencing was conducted on the Illumina HiSeq X10
sequencing platform.

2.4. Differential Gene Expression and Enrichment Analysis

The Phred quality score (Q score) was used as an index for the base-calling accuracy
and calculated by using the FastQC software (v0.10.1), based on Equation (1):

Qphred = —10log10(e) 1)

Quality control for the sequencing reads was performed by using Trimmomatic (v0.30),
whereby low-quality reads containing adapter primers and poly-N were removed to gener-
ate clean data. The reference genome sequences and gene model annotation files of S. cere-
visige 5288C were downloaded from Ensemble (http:/ /igenomes.illumina.com.s3-website-
us-rast-1.amazonaws.com/Saccharomyces_cerevisiae/Ensembl/R64-1-1/Saccharomyces_
cerevisiae_Ensembl_R64-1-1.tar.gz accessed on 16 January 2020) for the reads” mapping.

Paired-end clean reads were aligned to the reference genome via the Hisat2 software
(v2.0.1). RPKM (reads per kilobase per million reads) values were calculated and considered
as the indicators of gene expression abundance. The DESeq2 Bioconductor package, a
model based on the negative binomial distribution, was used for the differential expression
analysis. After normalization, an HPCD-treated /untreated gene with an expression level
>2.0 was defined as an upregulated gene, and a gene with an expression <0.50 was defined
as a downregulated gene.

Metascape (https:/ /metascape.org/gp/index.html#/main/stepl accessed on 28 October
2020) was used for identifying gene ontology (GO) terms that annotate a list of enriched genes
of —logyg (p-value) > 2.

The analysis of different upregulated genes’ related pathways was based on the Saccha-
romyces Genome Database (https://yeastgenome.org/ accessed on 28 October 2020).
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2.5. RT-qPCR

Candidates of the upregulated genes associated with the glutathione synthesis path-

way, phospholipid synthesis pathway, cell-wall synthesis pathway, pentose phosphate
pathway, and protein refolding were selected to validate the transcriptome data by using
quantitative real-time PCR (RT-qPCR). The list of the genes and primers is displayed in
Table 2. Amplification and detection were performed by using a StepOnePlus™ Real-Time
System (Applied Biosystems, Foster City, CA, USA).

Table 2. Primers used in this study.

Gene Forward Primer Reverse Primer Product Size
ACT1 ACATCGTTATGTCCGGTGGT CCACCAATCCAGACGGAGTA 142 bp
HSP104 TGCTACCGCCGCTGATTTAA GGATCATGGAGTTGGCACCA 116 bp
SSA1 TCTCCTCCATGGTCTTGGGT AACCAGCAATGGTACCAGCA 144 bp
SSA4 ATTGCGTATGGGCTGGACAA GTGTCACCAGCAGTAGCCTT 137 bp
GPX1 GGCAAAAGCAAGATCCCGTC ACCACCTTCCCATTTCGGTC 118 bp
CRH1 GGCTGCCGAAAGTACTGCTA CCGGCGTACAACCTGTAGTT 92 bp
ZWF1 TCGCATCGGGTGTCTTCAAA AGCATTTGACAGACCAGGGG 113 bp
OPI3 CATTGCGTGAACAGCCTACG GTCACCCAAGTACGTCCCTG 140 bp

The reaction mixtures consisted of 5 uL of SYBR Premix Ex Taq II (Takara Bio., Kyoto,
Japan), 1 uL of each primer (50 uM), 1 pL of prepared cDNA, and 2 uL of nuclease-free
water, which made up a total volume of 10 pL.

Forty cycles were run for the PCR program after primary denaturation at 95 °C for 10 s.
The conditions were as follows: 95 °C for 10 s, 55 °C for 10 s, and 72 °C for 10s. The -actin
gene, ACT1, was used as an internal gene-expression control. The whole experiment was
repeated three times. The gene-expression level of the non-treated group was defined as
1.0, and the expression level in the HPCD-treatment group (4.0 MPa, 4 h) was evaluated.

2.6. Spot Assay

We investigated the susceptibility of the parent strain (BY4741) to HPCD and compared
it to that of the gene-deficient strains that were selected based on the results of the gene
expression analysis. After 12 h of treatment under HPCD (4.0 MPa, 30 °C), serially diluted
yeast cells (10°-10°-times dilution) were used for spotting. A total of 10 uL of the diluted
samples was spotted on the YPD agar medium (15 g/L agar, 10 g/L yeast extract, 20 g/L
peptone, and 20 g/L glucose). Spotted plates were incubated at 30 °C, and colony formation
was observed after 48 h.

2.7. Protoplast Preparation and Measurement of Viable Cell Count

Protoplast preparation and cultivation were performed as previously reported [19].
Cells in the late log phase were harvested, washed in water, and incubated in 20 mM
2-mercaptoethanol, 10 mM EDTA, and 10 mM Tris-HClI (pH 7.5 at 30 °C for 30 min). After
they were washed with 0.6 M KCl, the cells were suspended in protoplast isolation buffer
consisting of 0.6 M KCI and 10 mM Tris-HC1, with a pH 7.5. Zymolyase 20T (Nacalai
Tesque Inc., Kyoto, Japan) was added at 200 pg/mL, and the cell suspension was incubated
at 30 °C, for 1 to 1.5 h, with gentle shaking. Thereafter, protoplasts were washed with the
protoplast isolation buffer.

For the examination of sensitivity to HPCD, 0.1 mL portions of the protoplasts from a
particular strain were embedded in the YPD agar (3%, w/v) medium containing 0.6 M KC1
after HPCD treatment (4.0 MPa, 1-4 h). To measure the frequency of protoplast regeneration,
100 uL of the appropriate dilutions of protoplasts and 0.6 M KCl solution were embedded
in triplicate in the regeneration agar plates, and after 2 to 3 days of incubation at 30 °C, the
developed colonies were counted.
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2.8. Microscopy Analysis

Microscopic imaging was performed by using a phase-contrast microscope (BX-53;
Upright Microscope, Olympus, Japan). Images were resized to 400 x 300 pixels.

3. Results
3.1. Differential Gene Expression Analysis

The wild-type yeast strain was treated with 4.0 MPa 30 °C HPCD for 1, 2, and 4 h,
followed by RNA extraction and library preparation. Thereafter, RNA sequencing was
conducted on the Illumina HiSeq X10 sequencing platform. The RNA sequencing showed
that the Phred quality score for 93% of the clean reads in each sample is more than 30, indi-
cating that the base-calling accuracy for each group was 99.9%, which met the requirement
for the next analysis (Table 3).

Table 3. Quality statistics of clean sequencing data. Q20 and Q30 refer to the proportion of base calls
with Phred scores > 20 or 30 in the total bases. Higher scores ensured the base-calling accuracy and
data quality. The sample before treatment has two biological replicates. The c_1 and c_2 are before
HPCD treatment; t_1h is after 1 h HPCD treatment; t_2h is after 2 h of HPCD treatment; and t_4h is
after 4 h HPCD treatment.

Sample  Raw Reads Clean Reads Raw Base (G) Clean Base (G) Q20 (%) Q30 (%)  Mapping Rate (%)
c1 16555668 16104561 5.0 4.8 97.84 93.63 97.63
c2 20000002 19561112 6.0 59 97.81 93.53 97.84
t_lh 15087780 14741627 4.5 4.4 97.86 93.65 97.37
t_2h 12503099 11982433 3.8 3.6 97.94 93.88 97.36
t_4h 17587792 17204215 53 52 97.85 93.63 97.55

To identify differentially expressed genes (DEGs), transcriptome analysis was per-
formed for the yeast cells after 1, 2, and 4 h of treatment, respectively. As shown in Figure 1a,
1582 DEGs were identified in the sample after 1 h of treatment, 993 DEGs were identified
in the sample after 2 h of treatment, and 1850 DEGs were identified in the sample after
4 h of treatment. Furthermore, 500 DEGs were identified in all three comparative groups,
and they can be considered to be the key genes associated with cell death resulting from
the HPCD treatment (Figure 1a). A comparison of upregulated genes and downregulated
genes is shown in Figure 1b. A total of 875 upregulated and 725 downregulated genes were
identified in the cells treated for 1 h, 539 upregulated and 454 downregulated genes were
identified in the cells treated for 2 h, and 1050 upregulated and 800 downregulated genes
were identified in the cells treated for 4 h. The DEGs associated with upregulation were the
highest in expression after 4 h of HPCD treatment.

3.2. GO Enrichment Analysis of the DEGs

To better understand the functions of the DEGs, gene annotation, including homolo-
gous protein annotation, was conducted by using the GO database. The GO analysis of the
upregulated genes is shown in Supplementary Figure S1A-C, and the GO analysis of the
downregulated genes is shown in Supplementary Figure SID-F. The yeast cells were ex-
posed to sub-lethal HPCD conditions, which induced the upregulation of some key genes to
protect the cells from HPCD conditions. Although some genes were downregulated under
environmental stress to prevent the lesion from worsening, many of them were correlated
with the cell growth rate. Hence, the upregulated genes were mainly analyzed [20].
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Figure 1. (a) Venn diagrams of DEGs in the three groups marked as 1 h treatment versus before treatment,
2 h treatment versus before treatment, and 4 h treatment versus before treatment, respectively. (b) Up-
or downregulated DEGs in pairwise comparisons marked as 1 h treatment versus before treatment, 2 h
treatment versus before treatment, and 4 h treatment versus before treatment, respectively.

Upregulated genes with large —logg p-values were selected. The major metabolic
pathways and terms of upregulated genes that may be closely related to HPCD-induced
cell death, as well as their induction multipliers for each treatment condition, are shown in
Table 4. According to the GO analysis, the major upregulated genes by HPCD treatment
are associated with the pentose phosphate pathway (4 genes: ZWF1, GND2, SOL3, and
SOL4); cell-wall organization or biogenesis (11 genes: CRH1, GSC2, ECMS, HLR1, LDS2,
SDP1, YMR0O84W, YMRO85W, YNL194C, YGP1, and LST); glutathione metabolism (2 genes:
GPX1 and GSH); protein refolding (6 genes: HSP104, SSA1, SSA4, HSP82, SSE2, and CPR6);
phosphatidylcholine biosynthesis (1 gene: OPI3); and AdoMet synthesis (4 genes: MET),
MET10, SAM1, and SAM?2).

Table 4. Major categories were identified by GO analysis and their induction multipliers for each
treatment condition.

Gene Name 1h 2h 4h Description

Pentose phosphate pathway, oxidative phase

ZWF1 0.86 0.68 1.49 Glucose-6-phosphate dehydrogenase (G6PD)

GND2 2.03 4.22 7.82 6-phosphogluconate dehydrogenase (decarboxylating)

SOL3 3.83 2.95 2.34 6-phosphogluconolactonase

SOL4 5.79 2.08 6.22 6-phosphogluconolactonase

Cell wall organization or biogenesis

CRH1 0.64 0.80 1.50 Chitin transglycosylase

GSC2 9.59 5.84 13.8 Catalytic subunit of 1,3-beta-glucan synthase alternate catalytic subunit

ECMS 2.19 2.28 412 Non-essential protein of unknown function

HLR1 2.04 221 2.95 Protein involved in regulation of cell wall composition and integrity and response
to osmotic stress

LDS2 5.84 2.14 8.82 Protein of unknown function

SDP1 2.26 3.31 6.27 Stress-inducible dual-specificity MAP kinase phosphatase

YMRO84W 7.11 4.47 11.0 Putative protein of unknown function

YMRO85W 5.38 3.59 7.83 Putative protein of unknown function

YNL194C 7.64 422 14.1 Integral membrane protein required for sporulation and plasma membrane
sphingolipid content

YGP1 227 2.02 3.19 Cell-wall-related secretory glycoprotein

LST8 10.62 477 35.4 Protein required for the transport of amino acid permease Gap1lp from the Golgi to

the cell surface; component of the TOR signaling pathway
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Table 4. Cont.

Gene Name 1h 2h 4h Description

Glutathione metabolism

GPX1 7.48 4.62 8.36 Phospholipid hydroperoxide glutathione peroxidase

GSH1 3.01 2.28 3.29 Gamma glutamylcysteine synthetase catalyzes the first step in glutathione
(GSH) biosynthesis

Protein refolding

HSP104 9.62 1.93 14.1 Heat shock protein that cooperates with Ydjlp (Hsp40) and Ssalp (Hsp70) to refold
and reactivate previously denatured, aggregated proteins

SSA1 4.59 2.08 6.19 ATPase involved in protein folding and nuclear localization signal (NLS)-directed
nuclear transport

S5A4 61.9 9.64 83.2 Heat shock protein that is highly induced upon stress

HSP82 11.4 2.33 17.6 Hsp90 chaperone required for pheromone signaling and negative regulation
of Hsflp

SSE2 8.30 2.13 10.4 Member of the heat shock protein 70 (HSP70) family

CPR6 5.82 2.26 9.13 Peptidyl-prolyl cis—trans isomerase (cyclophilin)

Phosphatidylcholine biosynthesis

OPI3 2.35 2.64 2.30 Phospholipid methyltransferase (methylene-fatty-acyl-phospholipid synthase)
AdoMet synthesis

Mets 1.77 243 2.04 Sulfite reductase beta subunit, involved in amino acid biosynthesis

Met10 2.24 2.31 2.26 Subunit alpha of assimilatory sulfite reductase

SAM1 4.87 2.83 3.20 S-adenosylmethionine synthetase

SAM?2 8.80 8.23 6.13 S-adenosylmethionine synthetase

Most of the commonly downregulated genes in each treatment are related to the cell cycle,
protein complex biogenesis, ribosome biogenesis, and RNA processing and metabolism.

3.3. RT-qPCR Validation

Among the terms identified by the GO analysis, the RT-qPCR analysis was performed
for five categories considered particularly relevant to HPCD-induced cell death. The
induction multipliers identified in the RNA-seq results for ZWF1, GPX1, OPI3, HSP104,
SSA1, SSA4, and CRH1 were 1.49, 8.36, 2.30, 14.1, 6.19, 83.2, and 1.50, respectively (Table 4),
while the mean RT-qPCR quantification values for ZWF1, GPX1, OPI13, HSP104, SSA1,
SSA4, and CRH1 were 1.30, 3.20, 1.80, 15.3, 7.35, 68.5, and 1.64, respectively (Figure 2). This
suggests that the RNA-sequencing results and GO analysis are reliable.

3.4. Spot Assay for Phenotypic Analysis

Spot assays were performed on the deletion strains and the wild-type strain (BY4741)
after 12 h of HPCD treatment (Figure 3). The dilution ratio is plotted on the X axis, while
the Y axis displays the treatment condition. Figure 3 shows wild-type-strain lawns of before
treatment formed on plates without dilution, 10-times dilution, and 100-times dilution.
The colony-forming units (CFUs) before treatment were counted on the plate of 1000-times
dilution. After 12 h of HPCD treatment, the CFUs could be easily counted on the no-
dilution plate. Furthermore, only one colony was observed on the plate with the 100-times
dilution, indicating that the wild-type-strain cells decreased greatly after 12 h of HPCD
treatment. The Aopi3 deletion strain formed a lawn on the plate without dilution after 12 h
of HPCD treatment. The Aopi3 strain and wild-type strain displayed no visible differences
in appearance before treatment, indicating that the Aopi3 strain cell number was higher
than that of the wild-type strain after 12 h of HPCD treatment. However, only a few CFUs
were observed on the plates containing the strains of Acrh1, Agas1, and Akre6 (no dilution),
indicating that, compared to the wild-type strain, fewer cells were present after 12 h of
HPCD treatment. In contrast, no substantial differences were observed on the Azwf1, Agpx1,
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Figure 2. RT-qPCR validation. X axial shows the samples which are treated by HPCD 4.0 MPa 30 °C
4h.Y axial shows relative value. The word ‘ctr]’ means ‘control sample’.

In conclusion, compared with the wild-type strain, the number of viable cells increased
in Aopi3 and decreased in Acrh1, Agas1, and Akre6. No change was observed in the Azuwfl,
Agpx1, Ahsp104, Agshl, and Achs5 strains.

3.5. Evaluation of the Effect of the Cell Wall on HPCD Susceptibility Using Protoplasts

Although it is axiomatic that the protoplasts are more sensitive to environmental stress
than the vegetative cells, direct scientific evidence proving that is necessary. The effect of
the cell wall on HPCD susceptibility was investigated using protoplasts. The viability of
normal cells and protoplast cells is displayed in Figure 4. The viability was significantly
reduced in protoplast cells. Microscopic analysis indicated that the normal cells maintained
their shape even after 2 h of treatment, whereas the protoplast cells appeared to burst
(Figure 4). This suggests that the cell wall is essential in protecting cells from damage by
HPCD treatment.
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Figure 3. Different strains’ spot assays before treatment and after 12 h HPCD treatment (4.0 MPa,
30 °C). X axial shows the dilution ratio. Y axial shows treatment condition. Different strain names are
presented on the top of each group of the spots’ results.
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Figure 4. The sensitivity of normal cells and protoplast cells to HPCD treatment. (a) Survival of yeast
cell rates after HPCD treatment. The percentage before treatment was set to 100%. (b) Visualization
of yeast cells by phase-contrast microscopy.
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4. Discussion
4.1. HPCD Treatment Increases Cell Requirements for NADPH

We observed that ZWF1 in the cells treated for 1 h and 2 h was downregulated, while
ZWEF1 in the cells treated for 4 h and GND2, SOL3, and SOL4 in all of the treatment periods
were upregulated. These genes are all related to the pentose phosphate pathway oxidative
phase (Figure 5a), which is an important pathway for the generation of NADPH, a cofactor
used in anabolic reactions [21,22]. The upregulation of the genes related to the pentose
phosphate pathway no-oxidative phase was not detected, indicating that the cells have
no requirement for higher levels of ribose 5-phosphate, which is the final product of the
pentose phosphate pathway. Therefore, we suggest that the upregulation of ZWF1, GND2,
SOL3, and SOL4 resulted from the increased need for NADPH under HPCD-treatment
conditions. The differences in susceptibility to HPCD between the mutant strains Azwf1
and wild strains were not identified (Figure 3). This can be attributed to the limited effect
that ZWF1 deletion has on the NADPH/NADP* ratio due to the various alternate routes
for generating the NADPH known to occur in S. cerevisiae [23,24]. Therefore, it is suggested
that the increased requirement for NADPH induced by HPCD treatment was not the cause
of cell death.

4.2. Cell-Wall Damage by HPCD Treatment and Its Effect on Cell Death

We observed that CRH1 was not upregulated after 2 h of HPCD treatment; however,
after a longer period of 4 h, CRH1 was upregulated to 1.5 times the rate of normal untreated
cells (Table 4). CRH1 is responsible for the cross-linking between chitin and glucan in the
cell wall [25]. These cross-links are essential for controlling yeast morphogenesis at the
mother-bud neck [26], and accurate nuclear division is closely related to the formation
of the mother-bud neck [27]. Therefore, we suggested that cell division was reduced by
HPCD treatment under sub-lethal conditions, which led to the downregulation of CRH1
in the 2 h treatment period (Table 4). We demonstrated that, as the time under HPCD
conditions increased, the cells began to shift their self-protection mechanism to adapt to
the stress, resulting in the upregulation of CRH1 (Table 4). The upregulation of CRH1 also
indicates that the cell-wall structure was damaged by HPCD treatment. Furthermore, the
Acrh]1 mutant strain was more sensitive to HPCD than the wild-type strain (Figure 3). The
result of RT-qPCR experiments (Figure 2) suggests that the RNA-sequencing results and
GO analysis of CRH1 were reliable.
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Figure 5. (a) Pentose phosphate pathway (oxidative phase), (b) glutathione metabolism, (c) AdoMet
synthesis, and (d) a combination of ABC. The green color indicates the genes that are related to the
oxidative phase in the pentose phosphate pathway, the red color indicates the genes that are related to
AdoMet synthesis, and the yellow color indicates the genes that are related to glutathione metabolism.

To adapt to the HPCD stress, increased amounts of 1,3-3-D-glucan are required, as it
is the most abundant component of the yeast cell wall and serves as the backbone of the
structure [28]. The GSC2 gene is responsible for producing 1,3-f-D-glucan synthase, which
can convert one uridine diphosphate (UDP) glucose to 1,3-3-D-glucan (UDP-«-D-glucose
+ 1,3-B-D-glucan (n)—1,3-p-D-glucan (n+1) + UDP) [29]. The upregulated GSC2 gene
indicates that HPCD-treated cells may produce more 1,3-3-D-glucan (Table 4).

The products of the HLR1 gene are also considered to affect the cell-wall composition.
Overexpression of HLR1 partially suppressed the cell osmosensitivity [30]; therefore, the
upregulation of HLR1 resulted in the decreased osmosensitivity of HPCD-treated cells.
Thus, we can assume that the upregulation of GSC2 and HLR1 is induced by the cell to
strengthen the cell wall under HPCD-stress conditions. Figure 4 illustrates the sensitivity
of protoplast cells to HPCD treatment. We found no surviving protoplast cells after 4 h
of HPCD treatment. These results indicate that the cell wall is essential in protecting
cells under HPCD stress. However, no differences in the HPCD inactivation effect were
observed between Gram-positive bacteria and Gram-negative bacteria [1], thus suggesting
that cell-wall disruption is not the key process resulting in lethal cell death.

We selected four deletion mutant strains for the CRH1, CHS5, GAS1, and KRE6,
which are all related to cell-wall organization or biosynthesis, for phenotypic analysis.
Those specific gene-deletion strains are known to be sensitive to sodium dodecyl sulfate
(SDS) [31]. The Acrhl, Agasl, and Akre6 strains demonstrated an increased sensitivity to
HPCD, while the Achs5 strain demonstrated the same level of sensitivity as the wild-type
strain. The deletion of CRH1 has been shown to affect the cross-linking of chitin to 3 (1-6)
glucan [32], possibly weakening the cell-wall structure. The GAS1 deletion strain had
the highest sensitivity to HPCD and was found to have a lower 3-glucan content in the
cell wall, suggesting that the cell-wall structure could be weakened [33]. It is known that
Akre6 strains have reduced amounts of alkali-insoluble glucans [34]. Since the alkaline
solubility of 3-d-glucans is a determinant of their three-dimensional structure [35], KRE6
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deletion may contribute to an alteration of the physical structure of the cell wall, leading
to reduced resistance to HPCD treatment. CHS5, a gene related to chitin biosynthesis,
may have an effect on recovery from cell-wall damage; however, it has a limited effect on
the cell-wall structure. In our phenotypic analyses, the deletion of genes associated with
cell-wall organization increased sensitivity to HPCD, whereas strains with knockouts of the
genes involved in biosynthesis were comparable to wild-type strains. Hence, we suggest
that the cell wall can protect the cell from HPCD damage; however, it is not the main
cause of cell death. SDP1 is a stress-inducible dual-specificity MAP (mitogen-activated
protein) kinase phosphatase (Table 4). It can negatively regulate Slt2p MAP kinase via
direct dephosphorylation [36]. MAP kinase pathways control cell growth, morphogenesis,
proliferation, and stress responses [37]. Therefore, MAP kinase pathways are suppressed
by the upregulation of SDP1, and cell growth, morphogenesis, proliferation, and stress
responses are also influenced.

4.3. Broken Cell Organelle Membrane Is the Key Cause of Yeast Inactivation under Sublethal
HPCD Condition

The function of the YNL194C gene is similar to that of the SUR? gene, which is responsi-
ble for sporulation and sphingolipid metabolism and subsequently affects the sphingolipid
composition of the plasma membrane [38]. YNL194 expresses a certain type of integral
membrane protein [39]. As one of two main membrane protein groups, integral membrane
proteins are tightly bound to the membranes by hydrophobic forces and can only dissociate
from the membranes after treatments with surfactants (detergents) [40]. As a defense
mechanism, YNL194C was upregulated in the HPCD-treated cells (Table 4), indicating
that the activation or structure of YNL194Cp in the membrane was altered. Furthermore,
another work proved that HPCD is highly similar to sodium dodecyl sulfate, a surfactant
that helps reduce the surface tension of water [41]. Therefore, alteration of the YNL194Cp
structure or activation thereof can be induced by high-pressure CO,, which may act as a
surfactant. Hence, the alteration of the YNL194Cp structure or activation of the protein
was considered the key factor resulting in cell death under sub-lethal HPCD conditions.

It is necessary to clarify which type of membrane damage (i.e., cell-membrane or
organelle-membrane damage) was the main cause of the cell death resulting from HPCD
treatment. Using a transmission electron microscope, it was proven that HPCD-inactivated
cells may still be integral [42], meaning that the cellular membrane may maintain its
integrity under HPCD stress conditions. Furthermore, according to our former work,
no difference was found between the green fluorescent protein (GFP)-labeled cellular
membrane in HPCD-treated and untreated cells, suggesting that the cellular membrane
maintained its integrity after 4 h of HPCD treatment at 4.0 MPa and 30 °C. Contrastingly,
the GFP-labeled protein delocalized on the organelle membrane, suggesting that the or-
ganelle membrane was damaged after treatment under the same conditions. These results
indicate that damage to the major organelle membranes (such as the nuclear membrane and
Golgi body membrane) was the main cause of cell death resulting from sub-lethal HPCD
conditions (4.0 MPa and 30 °C for 4 h) [17]. Therefore, the alteration of the YNL194Cp
structure or the activation thereof in the organelle membrane may be the key cause of cell
death induced by sub-lethal HPCD conditions.

4.4. HPCD Treatment Possibly Induces Cell Nutrient Deprivation and Nitrogen Starvation

The expression of YGP1 occurs when the cell is nutrient-deprived, especially when
the glucose concentration in the medium falls below 1% and when nitrogen and phosphate
are deficient [43]. The upregulation of YGP1 indicates that the cell was suffering from
nutrient deprivation. Interestingly, the nutrient level was sufficient for cell growth under
our experimental conditions (YPD culture medium). Therefore, we presumed that the
cell lost the ability to transfer nutrients from the medium to the cytoplasm. According
to the analysis of the upregulated YNL194C, the alteration of the YNL194Cp structure or
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the activation induced the cell to take up less nutrients. Subsequently, the gene of YGP1
was upregulated.

We found that the LST8 gene was significantly upregulated after HPCD treatment.
LST8 is required for amino acid permease Gap1lp transport from the Golgi to the cell surface.
GAP1, encoding a high-capacity permease that can transport all amino acids [44], can be
regulated by the nitrogen level in the growth medium. GAP1 transcription can be induced
by nitrogen starvation [45]. As a component of a large complex on endosomal/Golgi
membranes, LST8p is responsible for sensing intracellular nutrients and signaling metabolic
pathways [46]. Hence, upregulation of LST8 indicated that the cell was experiencing
nitrogen starvation.

4.5. HPCD Treatment Possibly Induces Cell DNA Damage

GSHI1 encodes gamma-glutamylcysteine synthetase, which is associated with glu-
tathione biosynthesis (response to intracellular oxidative stress) [47]. GPX1 encodes glu-
tathione peroxidase, which is induced by glucose starvation. The glucose-deficient condi-
tion was induced by the upregulated pentose phosphate pathway’s oxidative-phase-related
genes, which consumed high levels of glucose (Table 4). Glutathione peroxidase converts
glutathione to glutathione disulfide by reducing peroxides [48]. Therefore, GSH1 and
GPX1 are upregulated to eliminate intracellular peroxides and protect DNA from suffering
oxidative damage. Upregulation of GSHI and GPX1 is also indicative of cell DNA damage.
Furthermore, the Agshl mutant is prone to chromosomal damage [49]. Although the Agpx1
and Agsh1 mutants lost the ability to protect DNA from suffering oxidative damage, both
Agpx1 and Agshl did not demonstrate increased sensitivity to HPCD treatment, according
to the spot assay (Figure 3). Therefore, we can assume that the damage to cell DNA caused
by HPCD treatment is not the cause of lethal cell death. A GO analysis and RT-qPCR
experiments were performed on the GPX1 gene after 4 h of HPCD treatment to verify the
accuracy of the RNA-sequencing results.

4.6. HPCD Treatment Induces Protein Denaturation and Aggregation

Six genes related to protein refolding were induced at high levels among all conditions.
HSP104 encodes a heat shock protein that cooperates with Ydjlp and Ssalp to refold
and reactivate previously denatured and aggregated proteins [50]. Hence, upregulated
HSP104 and SSA1T indicate that some proteins may have aggregated or denatured due to
HPCD exposure. Similarly, the activity of Na*/K*-ATPase, which is the main enzyme that
maintains the balance of substances inside and outside of cells, was significantly reduced by
HPCD treatment [51]. We also observed upregulation of CPR6 that encodes peptidyl-prolyl
cis-trans isomerase (cyclophilin), an enzyme that interconverts the cis and trans isomers of
peptide bonds [52]. CPR6 can also bind to HSP82p and contributes to chaperone activity.
Increased CPR6p abundance occurs in response to DNA-replication stress [53]. Therefore,
HPCD treatment results in damage to DNA replication.

Following the GO analysis, RT-qPCR experiments were performed for the HSP104,
SSA1, and SSA4 genes after the 4 h of HPCD treatment to verify the accuracy of the RNA-
sequencing results. As displayed in Figure 2, the RT-qPCR result indicated that HSP104 was
upregulated by 15 times compared to the control sample. The RNA-seq analysis provided
similar results; that is, HPCD treatment induced upregulation of HSP104 by 14.1 times
(Table 4). SSA1 was upregulated by seven times the rate that was observed in the control
sample according to the RT-qPCR result. RNA-seq results were similar and indicated an
upregulation of 6.19 times the normal rate. SSA4 was upregulated by 70 times according
to the RT-qPCR experiment, whereas an upregulation by 83.2 times the normal rate was
determined according to the RNA sequencing. The RNA-sequencing results for HSP104,
SSA1, and SSA4 were all in the error range of the RT-qPCR results; therefore, we can assume
that the RT-qPCR results are in accordance with the RNA-sequencing results, indicating
that the RNA-sequencing results and GO analysis are reliable.
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4.7. HPCD Treatment Possibly Increases the Cell Requirement for Phosphatidylcholine

OPI3 is a key gene associated with the phosphatidylethanolamine methylation path-
way of phosphatidylcholine biosynthesis in yeast. HPCD treatment can lead to a de-
creased ratio of phosphoglyceride to phosphatidylethanolamine, resulting in decreased
cell-membrane stability [54]. We also evaluated the susceptibility of the OPI3-null strain to
HPCD in order to explore the possibility that the Aopi3 mutant strain is more sensitive to
HPCD treatment than the wild strain. The results indicated that the Aopi3 strain was less
susceptible to HPCD when compared to the wild-type strain (Figure 3). The absence of the
OPI3 gene may result in a change in the phospholipid composition that makes up the cell
membrane [55]. Therefore, the resistance of the Aopi3 strain to HPCD was acquired due to
the change in the structure of the cell membrane.

Following GO analysis, RT-qPCR experiments were performed for the OPI3 gene
after 4 h of HPCD treatment to verify the accuracy of the RNA-sequencing results. As
illustrated in Figure 2, OPI3 was upregulated approximately two times compared to the
control sample, in accordance with the RNA-seq results that indicated an upregulation
by 2.30 times (Table 4). Therefore, the RNA-sequencing results and GO analysis for OPI3
are reliable.

4.8. HPCD Treatment Increases the Cell Requirements for Hydrogen Sulfide and AdoMet Transfer
in Response to Cell Nutrient Deprivation

Four genes, namely MET5, MET10, SAM1, and SAM2, which are related to AdoMet
synthesis, were upregulated. MET10 and MET?5 are responsible for transferring sulfite to hy-
drogen sulfide [56,57]. Subsequently, hydrogen sulfide will participate in the biosynthesis of
various amino acids [58]. SAM1 and SAM?2 are responsible for transferring L-methionine to
S-adenosyl-L-methionine, which participate in spermine biosynthesis, spermidine biosyn-
thesis, and S-adenosyl-L-methionine cycles I and II [59]. We believe that MET10, METS,
SAM]1, and SAM2 were upregulated in response to nutrient deprivation induced by HPCD
to produce more cysteine (Figure 5d).

4.9. Possible Cell Lethal Mechanisms of HPCD on a Metabolic Level

According to our results, we suggest that inactivation or structure alteration of
YNL194Cp in the organelle membrane may be the critical reason for HPCD-induced
inactivation of cells under sub-lethal conditions (4.0 MPa and 30 °C; see Figures 5c and 6).

=2
™ |Gsc2 y A
] - ?J SDP1 MAP kinase pathway |
[l f ~ Forcell growth. morphogenesis. proliferation and stress responses.
=] ] .
ot v o [vcr: Glycosylated se.melm').pulneln 1
— f A The symbol of nutrient deprivation
(] A
Lomed v éﬁ B [T GAP1 transportation T
- Foramino acids transportation.
-
—— m P
™ o«
[ / <
_—
= 3 = . _ =4
(] " e ft//u lutathione metabolism <
Mannoproteins ~ Cell membrane f@ / Protein refolding \ ¥YNL194C
- f « V? Adomet synthesis v —C
— ? e Pentose phosphate pathway | ]
— fyﬁ (oxidative phase) i ori3
] o«
Glucans Chitin fﬁ «
HLR1 \ ? Organelle
Y Membrane
Cell Wall Cellular Cytoplasm

Membrane

Figure 6. The sketch of the possible cell lethal mechanisms caused by HPCD on the metabolic level.

When HPCD is applied to cells, it acts as a surfactant that dissociates YNL194Cp (a
type of integral membrane protein) from the organelle membranes. This results in a change
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in the structure of the organelle membranes. The stability of the membrane is reduced, and
the permeability and fluidity are increased. As a self-protection mechanism, the cell has to
upregulate the genes associated with the biosynthesis of membrane components to repair
the damaged membrane. Therefore, OPI3, the key gene controlling phosphatidylcholine
biosynthesis, is upregulated.

At the same time, due to the dissociation of YNL194Cp from the membrane, the genes
related to protein folding or refolding are also upregulated. HSP104 and SSA1, which are
responsible for refolding and reactivating previously denatured or aggregated proteins, are
all upregulated. These genes are also responsible for reactivating other denatured proteins
or enzymes.

The upregulation of CPR6 indicated that the DNA was suffering from replication stress.
Furthermore, the upregulation of GSH1 and GPX1 indicated that the cell was attempting to
protect its DNA from suffering oxidative damage.

Due to increased permeability and fluidity of the organelle membrane, the ability to
transfer nutrients decreased due to the upregulation of YGPI. This resulted in nutrient
deprivation, especially with regard to nitrogen. This was understandable; because certain
proteins were denatured, the amino acid requirement would be enhanced for the cell to
maintain various physiological activities.

We suggest that the intracellular metabolic pathways are influenced by HPCD due to
the lack of nutrients. In order for the cell to acquire more nutrients, certain metabolic path-
ways, such as the pentose phosphate pathway (oxidative phase), glutathione metabolism,
and AdoMet synthesis, were enhanced by several crucial enzymes, which are encoded by
MET10, MET5, SAM1, SAM2, GSH1, GPX1, ZWF1, SOL3, SOL4, and GND2. In addition,
LST8 was also upregulated, contributing to GAP1 transferring more amino acids from the
Golgi body to the cell surface.

We believe that there are two reasons for the upregulation of genes associated with
cell wall biosynthesis. First, the cell wall was damaged by HPCD treatment; therefore,
as a self-protection mechanism, the cell needed to produce more cell-wall constituents
to maintain its integrity. Second, since the cell membrane (the second protective barrier)
was damaged, the cell needed to strengthen its first protective barrier to protect itself.
Hence, the genes related to the cell wall constituent’s biosynthesis (GSC2, HLR1, and CRHI)
were upregulated.

Due to altered membrane constituents, the cell could not optimally transfer nutri-
ents. As a result, cell growth and division were suppressed. The upregulation of SDP1
would occur and result in MAP kinases inactivation, which is responsible for cell growth,
morphogenesis, proliferation, and stress responses. Therefore, the cell would be inactivated.

5. Conclusions

In this work, six metabolic pathways were identified among the induced genes of the
cells that experienced sub-lethal HPCD conditions (4.0 MPa, 30 °C, and 14 h). Based on
the upregulated ZWF1, GND2, SOL3, and SOL4 genes, it was concluded that the NADPH
requirement of HPCD-injured cells increased. Upregulation of CRH1 and the increased
sensitivity of Acrhl mutant strain to HPCD indicated that cell division could be suppressed
by HPCD treatment. The increased sensitivity of protoplasts to HPCD also suggested that
the cell wall is essential in protecting cells from damage by HPCD treatment. Furthermore,
this work demonstrated that the alteration of the YNL194Cp structure or activation thereof
might be the key factor associated with HPCD-induced cell death. However, further
research is required to substantiate our claim. We also found that upregulation of YGP1
and LST8 corresponded with nutrient deprivation. Furthermore, we demonstrated that
DNA damage was not the cause of cell death, as both Agpx1 and Agsh1 mutants (lost the
ability to protect cell DNA from suffering oxidative damage) did not present an increased
sensitivity to HPCD treatment. Finally, we discovered that MET10, MET5, SAM1, and
SAM?2 were upregulated in response to HPCD-induced nutrient deprivation in an attempt
to produce more cysteine.
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Strains with gene deletions related to damage recovery and protein refolding did not
present a significant level of susceptibility, therefore suggesting that the lethal strength of
HPCD may drastically affect yeast cells and make recovery difficult. In addition, the Aopi3
strain, in which the composition of the cell membrane was altered, became less sensitive,
suggesting that yeast may be able to adapt to HPCD by replacing components of the cellular
membrane. In strains deficient in genes related to cell-wall organization and biosynthesis,
an altered cell-wall structure was observed, and these strains became vulnerable to HPCD.
These phenotypic analyses suggest that yeast cannot recover from HPCD treatment under
lethal conditions and that resistance to HPCD is due to changes in physical structures, such
as the cell wall and cell membrane. Therefore, HPCD may be superior because fewer cells
are likely to recover after treatment.

Although we demonstrated the possible mechanisms responsible for cell death caused
by HPCD on a metabolic level, our results were based solely on the analysis of RNA
sequencing and gene ontology analysis, which do have certain limitations. Therefore,
further research is necessary to provide direct evidence on the mechanisms responsible for
HPCD-induced cell death. Despite that, our study may still have significant implications
for developing HPCD technology within the food industry.

Supplementary Materials: The following supporting information can be downloaded at. https:
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identified DEGs.

Author Contributions: Conceptualization, U.T. and H.I.; methodology, U.T.; software, U.T.; valida-
tion, T.Y. and H.I; formal analysis, U.T. and T.Y.; investigation, U.T. and T.Y.; resources, H.I.; data
curation, U.T.; writing—original draft preparation, T.Y.; writing—T.Y.; visualization, T.Y. and U.T.;
supervision, H.I.; project administration, H.I.; funding acquisition, none. All authors have read and
agreed to the published version of the manuscript.

Funding: This research received no external funding.
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

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

References

1. Yu, T;Niu, L.; Iwahashi, H. High-Pressure Carbon Dioxide Used for Pasteurization in Food Industry. Food Eng. Rev. 2020, 12,
364-380. [CrossRef]

2. SDGs. Sustainable Development Goals expert group meeting in preparation for HLPF 2018. In Transformation towards Sustainable
and Resilient Societies; United Nations Headquarters: New York, NY, USA, 2018. Available online: https:/ /sustainabledevelopment.
un.org/content/documents/19990EGMSDG12advanceuneditedoutcomeFORWEB9July2018.pdf (accessed on 4 May 2018).

3. Yamamoto, K. Food processing by high hydrostatic pressure. Biosci. Biotechnol. Biochem. 2017, 81, 672—679. [CrossRef] [PubMed]

4. Rock, C.; Guner, S.; Yang, W.; Gu, L.; Percival, S.; Salcido, E. Enhanced antioxidant capacity of fresh blueberries by pulsed light
treatment. J. Food Res. 2015, 4, 89-97. [CrossRef]

5. Mendes-Oliveira, G.; Deering, A.J.; San Martin-Gonzalez, M.F.; Campanella, O.H. Microwave pasteurization of apple juice:
Modeling the inactivation of Escherichia coli O157:H7 and Salmonella Typhimurium at 80-90 °C. Food. Microbiol. 2020, 87, 103382.
[CrossRef]

6.  Gabric, D.; Barba, F.; Roohinejad, S.; Gharibzahedi, S.M.T.; Radojcin, M.; Putnik, P.; Kovacevic, D.B. Pulsed electric fields as an
alternative to thermal processing for preservation of nutritive and physicochemical properties of beverages: A review. J. Food
Process Eng. 2018, 41, €12638. [CrossRef]

7. O’Donnell, C.P; Tiwari, B.K.; Bourke, P.; Cullen, PJ. Effect of ultrasonic processing on food enzymes of industrial importance.
Trends Food Sci. Technol. 2010, 21, 358-367. [CrossRef]

8.  Niu, L.; Nomura, K.; Iwahashi, H.; Matsuoka, H.; Kawachi, S.; Suzuki, Y.; Tamura, K. Urea cycle is enhanced by petit-high
pressure carbon dioxide stress in yeast Saccharomyces cerevisiae. High Press. Res. 2017, 37, 70-77. [CrossRef]

9. Niu, L,; Wu, Z;; Yang, L.; Wang, Y.; Xiang, Q.; Bai, Y. Antimicrobial Effect of UVC Light-Emitting Diodes against Saccharomyces

cerevisiae and Their Application in Orange Juice Decontamination. J. Food Prot. 2021, 84, 139-146. [CrossRef]


https://www.mdpi.com/article/10.3390/jof8101011/s1
https://www.mdpi.com/article/10.3390/jof8101011/s1
http://doi.org/10.1007/s12393-020-09240-1
https://sustainabledevelopment.un.org/content/documents/19990EGMSDG12advanceuneditedoutcomeFORWEB9July2018.pdf
https://sustainabledevelopment.un.org/content/documents/19990EGMSDG12advanceuneditedoutcomeFORWEB9July2018.pdf
http://doi.org/10.1080/09168451.2017.1281723
http://www.ncbi.nlm.nih.gov/pubmed/28300504
http://doi.org/10.5539/jfr.v4n5p89
http://doi.org/10.1016/j.fm.2019.103382
http://doi.org/10.1111/jfpe.12638
http://doi.org/10.1016/j.tifs.2010.04.007
http://doi.org/10.1080/08957959.2016.1261404
http://doi.org/10.4315/JFP-20-200

J. Fungi 2022, 8, 1011 17 of 18

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

Serment-Moreno, V.; Barbosa-Canovas, G.; Torres, ].; Welti-Chanes, J. High-pressure processing: Kinetic models for microbial and
enzyme inactivation. Food Eng. Rev. 2014, 6, 56-88. [CrossRef]

Georget, E.; Sevenich, R.; Reineke, K.; Mathys, A.; Heinz, V.; Callanan, M. Inactivation of microorganisms by high isostatic
pressure processing in complex matrices: A review. Innovative. Food Sci. Emerg. Technol. 2015, 27, 1-14. [CrossRef]

Iwahashi, H.; Odani, M.; Ishidou, E.; Kitagawa, E. Adaptation of Saccharomyces cerevisiae to high hydrostatic pressure causing
growth inhibition. FEBS Lett. 2005, 579, 2847-2852. [CrossRef] [PubMed]

Iwahashi, H.; Shimizu, H.; Odani, M.; Komatsu, Y. Piezophysiology of genome wide gene expression levels in the yeast
Saccharomyces cerevisiae. Extremophiles 2003, 7, 291-298. [CrossRef] [PubMed]

Fernandes, PM.; Domitrovic, T.; Kao, C.M.; Kurtenbach, E. Genomic expression pattern in Saccharomyces cerevisiae cells in
response to high hydrostatic pressure. FEBS Lett. 2004, 556, 153-160. [CrossRef]

Cebrian, G.; Condén, S.; Manias, P. Heat resistance, membrane fluidity and sublethal damage in Staphylococcus aureus cells
grown at different temperatures. Int. J. Food Microbiol. 2019, 289, 49-56. [CrossRef] [PubMed]

Li, J.; Suo, Y,; Liao, X.; Ahn, J.; Liu, D.; Chen, S.; Ye, X.; Ding, T. Analysis of Staphylococcus aureus cell viability, sublethal injury
and death induced by synergistic combination of ultrasound and mild heat. Ultrason. Sonochem. 2017, 39, 101-110. [CrossRef]
Takahashi, U.; Hamada, K.; Iwahashi, H. Critical damage to the cellular organelles of Saccharomyces cerevisiae under sublethal
conditions upon high pressure carbon dioxide treatment. High Press. Res. 2019, 39, 273-279. [CrossRef]

Winzeler, E.A.; Shoemaker, D.D.; Astromoff, A.; Liang, H.; Anderson, K.; Andre, B.; Bangham, R.; Benito, R.; Boeke, ].D.; Bussey,
H.; et al. Functional characterization of the Saccharomyces cerevisiae genome by gene deletion and parallel analysis. Scienice 1999,
285,901-906. [CrossRef]

Kawamoto, S.; Arai, N.; Kobayashi, M.; Kawahara, K.; Iwahashi, H.; Tanabe, C.; Hatori, H.; Ohno, T.; Nakamura, T. Isolation and
characterization of mutants of Saccharomyces cerevisiae Resistant to Killer Toxin of Kluyveromyces lactis. |. Ferment. Bioeng.
1990, 70, 222-227. [CrossRef]

Yasokawa, D.; Iwahashi, H. Toxicogenomics using yeast DNA microarrays. J. Biosci. Bioeng. 2010, 110, 511-522. [CrossRef]
Nogae, I.; Johnston, M. Isolation and characterization of the ZWFI gene of Saccharomyces cerevisiae, encoding glucose-6-
phosphate dehydrogenase. Gene 1990, 96, 161-169. [CrossRef]

Sinha, A.; Maitra, P.K. Induction of specific enzymes of the oxidative pentose phosphate pathway by glucono-delta-lactone in
Saccharomyces cerevisiae. |. Gen. Microbiol. 1992, 138, 1865-1873. [CrossRef] [PubMed]

Grabowska, D.; Chelstowska, A. The ALD6 Gene Product Is Indispensable for Providing NADPH in Yeast Cells Lacking
Glucose-6-phosphate Dehydrogenase Activity. J. Biol. Chem. 2003, 278, 13984-13988. [CrossRef] [PubMed]

Cardenas, J.; Da Silva, N.A. Engineering cofactor and transport mechanisms in Saccharomyces cerevisiae for enhanced acetyl-CoA
and polyketide biosynthesis. Metab. Eng. 2016, 36, 80-89. [CrossRef]

Cabib, E. Two novel techniques for determination of polysaccharide cross-links show that Crh1p and Crh2p attach chitin to both
beta (1-6)- and beta (1-3) glucan in the Saccharomyces cerevisiae cell wall. Eukaryot. Cell 2009, 8, 1626-1636. [CrossRef] [PubMed]
Blanco, N.; Reidy, M.; Arroyo, J.; Cabib, E. Cross-links in the cell wall of budding yeast control morphogenesis at the mother-bud
neck. J. Cell Sci. 2012, 125, 5781-5789. [CrossRef]

Merlini, L.; Piatti, S. The mother-bud neck as a signaling platform for the coordination between spindle position and cytokinesis
in budding yeast. Biol. Chem. 2011, 392, 805-812. [CrossRef]

Blanco, N.; Sanz, A.B.; Rodriguez-Pefia, ].M.; Nombela, C.; Farkas, V.; Hurtado-Guerrero, R.; Arroyo, J. Structural and functional
analysis of yeast Crh1 and Crh2 transglycosylases. FEBS J. 2015, 282, 715-731. [CrossRef]

Marechal, L.R.; Goldemberg, S.H. Uridine Diphosphate Glucose-3-1,3-Glucan (3-3-Glucosyltransferase from Euglena gracilis. J.
Biol. Chem. 1964, 239, 3163-3167. [CrossRef]

Alonso-Monge, R.; Real, E.; Wojda, I.; Bebelman, ].P.; Mager, W.H.; Siderius, M. Hyperosmotic stress response and regulation of
cell wall integrity in Saccharomyces cerevisiae share common functional aspects. Mol. Microbiol. 2001, 41, 717-730. [CrossRef]
Sirisattha, S.; Kitagawa, E.; Yonekura, M.; Iwahashi, H. Functional genomics analysis of n-alkyl sulfates toxicity in the yeast
Saccharomyces cerevisiae. Chem-Bio Inf. |. 2008, 8, 69-84. [CrossRef]

Cabib, E.; Blanco, N.; Grau, C.; Rodriguez-Pefia, ] M.; Arroyo, J. Crhlp and Crh2p are required for the cross-linking of chitin to
B(1-6)glucan in the Saccharomyces cerevisiae cell wall. Mol. Microbiol. 2007, 63, 921-935. [CrossRef] [PubMed]

Ram, A F; Kapteyn, ].C.; Montijn, R.C.; Caro, L.H.; Douwes, ].E.; Baginsky, W.; Mazur, P.; van den Ende, H.; Klis, EM. Loss of the
plasma membrane-bound protein Gaslp in Saccharomyces cerevisiae results in the release of betal,3-glucan into the medium and
induces a compensation mechanism to ensure cell wall integrity. J. Bacteriol. 1998, 180, 1418-1424. [CrossRef] [PubMed]
Roemer, T.; Bussey, H. Yeast beta-glucan synthesis: KRE6 encodes a predicted type II membrane protein required for glucan
synthesis in vivo and for glucan synthase activity in vitro. Proc. Natl. Acad. Sci. USA 1991, 88, 11295-11299. [CrossRef] [PubMed]
Yiannikouris, A.; Francois, J.; Poughon, L.; Dussap, C.G.; Bertin, G.; Jeminet, G.; Jouany, P. Alkali extraction of beta-d-glucans
from Saccharomyces cerevisiae cell wall and study of their adsorptive properties toward zearalenone. . Agric. Food Chem. 2004,
52, 3666-3673. [CrossRef] [PubMed]

Hahn, ].S.; Thiele, D.J. Regulation of the Saccharomyces cerevisiae Slt2 kinase pathway by the stress-inducible Sdp1 dual
specificity phosphatase. J. Biol. Chem. 2002, 277, 21278-21284. [CrossRef]

Hohmann, S. Osmotic stress signaling and osmoadaptation in yeasts. Microbiol. Mol. Biol. Rev. 2002, 66, 300-372. [CrossRef]


http://doi.org/10.1007/s12393-014-9075-x
http://doi.org/10.1016/j.ifset.2014.10.015
http://doi.org/10.1016/j.febslet.2005.03.100
http://www.ncbi.nlm.nih.gov/pubmed/15876434
http://doi.org/10.1007/s00792-003-0322-y
http://www.ncbi.nlm.nih.gov/pubmed/12910389
http://doi.org/10.1016/S0014-5793(03)01396-6
http://doi.org/10.1016/j.ijfoodmicro.2018.09.002
http://www.ncbi.nlm.nih.gov/pubmed/30199735
http://doi.org/10.1016/j.ultsonch.2017.04.019
http://doi.org/10.1080/08957959.2019.1610747
http://doi.org/10.1126/science.285.5429.901
http://doi.org/10.1016/0922-338X(90)90052-X
http://doi.org/10.1016/j.jbiosc.2010.06.003
http://doi.org/10.1016/0378-1119(90)90248-P
http://doi.org/10.1099/00221287-138-9-1865
http://www.ncbi.nlm.nih.gov/pubmed/1328471
http://doi.org/10.1074/jbc.M210076200
http://www.ncbi.nlm.nih.gov/pubmed/12584194
http://doi.org/10.1016/j.ymben.2016.02.009
http://doi.org/10.1128/EC.00228-09
http://www.ncbi.nlm.nih.gov/pubmed/19734368
http://doi.org/10.1242/jcs.110460
http://doi.org/10.1515/BC.2011.090
http://doi.org/10.1111/febs.13176
http://doi.org/10.1016/S0021-9258(18)97699-4
http://doi.org/10.1046/j.1365-2958.2001.02549.x
http://doi.org/10.1273/cbij.8.69
http://doi.org/10.1111/j.1365-2958.2006.05565.x
http://www.ncbi.nlm.nih.gov/pubmed/17302808
http://doi.org/10.1128/JB.180.6.1418-1424.1998
http://www.ncbi.nlm.nih.gov/pubmed/9515908
http://doi.org/10.1073/pnas.88.24.11295
http://www.ncbi.nlm.nih.gov/pubmed/1837148
http://doi.org/10.1021/jf035127x
http://www.ncbi.nlm.nih.gov/pubmed/15161247
http://doi.org/10.1074/jbc.M202557200
http://doi.org/10.1128/MMBR.66.2.300-372.2002

J. Fungi 2022, 8, 1011 18 of 18

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

Young, M.E; Karpova, T.S,; Briigger, B.; Moschenross, D.M.; Wang, G.K.; Schneiter, R.; Wieland, F.T.; Cooper, J.A. The Sur7p family
defines novel cortical domains in Saccharomyces cerevisiae, affects sphingolipid metabolism, and is involved in sporulation. Mol.
Cell Biol. 2002, 22, 927-934. [CrossRef]

Jung, S.; Smith, J.J.; Von Haller, P.D.; Dilworth, D.J.; Sitko, K.A.; Miller, L.R.; Saleem, R.A.; Goodlett, D.R.; Aitchison, ].D. Global
analysis of condition-specific subcellular protein distribution and abundance. Mol. Cell Proteom. 2013, 12, 1421-1435. [CrossRef]
Birch, J.; Axford, D.; Foadi, J.; Meyer, A.; Eckhardt, A.; Thielmann, Y.; Moraes, I. The fine art of integral membrane protein
crystallization. Methods 2018, 147, 150-162. [CrossRef]

Niu, L.; Nomura, K.; Iwahashi, H.; Matsuoka, H.; Kawachi, S.; Suzuki, Y.; Tamura, K. Petit-High Pressure Carbon Dioxide stress
increases synthesis of S-Adenosylmethionine and phosphatidylcholine in yeast Saccharomyces cerevisiae. Biophys. Chem. 2017,
231, 79-86. [CrossRef]

Fleury, C.; Savoire, R.; Harscoat-Schiavo, C.; Hadj-Sassi, A.; Subra-Paternault, P. Optimization of supercritical CO, process to
pasteurize dietary supplement: Influencing factors and CO, transfer approach. J. Supercrit. Fluids 2018, 141, 240-251. [CrossRef]
Destruelle, M.; Holzer, H.; Klionsky, D.J. Identification and characterization of a novel yeast gene: The YGP1 gene product is a
highly glycosylated secreted protein that is synthesized in response to nutrient limitation. Mol. Cell Biol. 1994, 14, 2740-2754.
[CrossRef] [PubMed]

Jauniaux, J.C.; Grenson, M. GAP]I, the general amino acid permease gene of Saccharomyces cerevisiae. Nucleotide sequence,
protein similarity with the other bakers yeast amino acid permeases, and nitrogen catabolite repression. Eur. J. Biochem. 1990, 190,
39-44. [CrossRef] [PubMed]

Magasanik, B.; Kaiser, C.A. Nitrogen regulation in Saccharomyces cerevisiae. Gene 2002, 290, 1-18. [CrossRef]

Chen, E.J.; Kaiser, C.A. LST8 negatively regulates amino acid biosynthesis as a component of the TOR pathway. J. Cell Biol. 2003,
161, 333-347. [CrossRef]

White, C.C.; Viernes, H.; Krejsa, C.M.; Botta, D.; Kavanagh, T.J. Fluorescence-based microtiter plate assay for glutamate-cysteine
ligase activity. Anal. Biochem. 2003, 318, 175-180. [CrossRef]

Avery, AM.; Avery, S.V. Saccharomyces cerevisiae expresses three phospholipid hydroperoxide glutathione peroxidases. J. Biol.
Chem. 2001, 276, 33730-33735. [CrossRef]

Lewinska, A.; Miedziak, B.; Wnuk, M. Assessment of yeast chromosome XII instability: Single chromosome comet assay. Fungal
Gene Biol. 2014, 63, 9-16. [CrossRef]

Glover, J.R.; Lindquist, S. Hsp104, Hsp70, and Hsp40: A novel chaperone system that rescues previously aggregated proteins.
Cell 1998, 94, 73-82. [CrossRef]

Xu, E; Feng, X.; Sui, X,; Lin, H.; Han, Y. Inactivation mechanism of Vibrio parahaemolyticus via supercritical carbon dioxide
treatment. Food Res. Int. 2017, 100, 282-288. [CrossRef]

Mayr, C.; Richter, K.; Lilie, H.; Buchner, J. Cpr6 and Cpr7, two closely related Hsp90-associated immunophilins from Saccha-
romyces cerevisiae, differ in their functional properties. J. Biol. Chem. 2000, 275, 34140-34146. [CrossRef] [PubMed]

Tkach, ].M.; Yimit, A.; Lee, A.Y,; Riffle, M.; Costanzo, M.; Jaschob, D.; Hendry, ].A.; Ou, ]J.; Moffat, J.; Boone, C.; et al. Dissecting
DNA damage response pathways by analysing protein localization and abundance changes during DNA replication stress. Nat.
Cell Biol. 2012, 14, 966-976. [CrossRef] [PubMed]

Tamburini, S.; Anesi, A.; Ferrentino, G.; Spilimbergo, S.; Guella, G.; Jousson, O. Supercritical CO, induces marked changes in
membrane phospholipids composition in Escherichia Coli K12. J. Membr. Biol. 2014, 247, 469-477. [CrossRef] [PubMed]
Lopez-Malo, M.; Chiva, R.; Rozes, N.; Guillamon, ].M. Phenotypic analysis of mutant and overexpressing strains of lipid
metabolism genes in Saccharomyces cerevisiae: Implication in growth at low temperatures. Int. J. Food Microbiol. 2013, 162, 26-36.
[CrossRef]

Hansen, J.; Cherest, H.; Kielland-Brandt, M.C. Two divergent MET10 genes, one from Saccharomyces cerevisiae and one from
Saccharomyces carlsbergensis, encode the alpha subunit of sulfite reductase and specify potential binding sites for FAD and
NADPH. J. Bacteriol. 1994, 176, 6050—6058. [CrossRef]

Kobayashi, K.; Yoshimoto, A. Studies on yeast sulfite reductase. IV. Structure and steady-state kinetics. Biochim. Biophys. Acta
1982, 705, 348-356. [CrossRef]

Thomas, D.; Surdin-Kerjan, Y. Metabolism of sulfur amino acids in Saccharomyces cerevisiae. Microbiol. Mol. Biol. Rev. 1997, 61,
503-532. [CrossRef]

Hoffert, K.M.; Higginbotham, K.; Gibson, ].T.; Oehrle, S.; Strome, E.D. Mutations in the S-Adenosylmethionine Synthetase Genes
SAM1 and SAM2 Differentially Affect Genome Stability in Saccharomyces cerevisiae. Genetics 2019, 213, 97-112. [CrossRef]


http://doi.org/10.1128/MCB.22.3.927-934.2002
http://doi.org/10.1074/mcp.O112.019166
http://doi.org/10.1016/j.ymeth.2018.05.014
http://doi.org/10.1016/j.bpc.2017.03.003
http://doi.org/10.1016/j.supflu.2018.01.009
http://doi.org/10.1128/mcb.14.4.2740-2754.1994
http://www.ncbi.nlm.nih.gov/pubmed/8139573
http://doi.org/10.1111/j.1432-1033.1990.tb15542.x
http://www.ncbi.nlm.nih.gov/pubmed/2194797
http://doi.org/10.1016/S0378-1119(02)00558-9
http://doi.org/10.1083/jcb.200210141
http://doi.org/10.1016/S0003-2697(03)00143-X
http://doi.org/10.1074/jbc.M105672200
http://doi.org/10.1016/j.fgb.2013.12.003
http://doi.org/10.1016/S0092-8674(00)81223-4
http://doi.org/10.1016/j.foodres.2017.08.038
http://doi.org/10.1074/jbc.M005251200
http://www.ncbi.nlm.nih.gov/pubmed/10942767
http://doi.org/10.1038/ncb2549
http://www.ncbi.nlm.nih.gov/pubmed/22842922
http://doi.org/10.1007/s00232-014-9653-0
http://www.ncbi.nlm.nih.gov/pubmed/24658890
http://doi.org/10.1016/j.ijfoodmicro.2012.12.020
http://doi.org/10.1128/jb.176.19.6050-6058.1994
http://doi.org/10.1016/0167-4838(82)90257-6
http://doi.org/10.1128/mmbr.61.4.503-532.1997
http://doi.org/10.1534/genetics.119.302435

	Introduction 
	Materials and Methods 
	Strains and Culture Media 
	HPCD Treatment 
	RNA Extraction and Sequencing 
	Differential Gene Expression and Enrichment Analysis 
	RT-qPCR 
	Spot Assay 
	Protoplast Preparation and Measurement of Viable Cell Count 
	Microscopy Analysis 

	Results 
	Differential Gene Expression Analysis 
	GO Enrichment Analysis of the DEGs 
	RT-qPCR Validation 
	Spot Assay for Phenotypic Analysis 
	Evaluation of the Effect of the Cell Wall on HPCD Susceptibility Using Protoplasts 

	Discussion 
	HPCD Treatment Increases Cell Requirements for NADPH 
	Cell-Wall Damage by HPCD Treatment and Its Effect on Cell Death 
	Broken Cell Organelle Membrane Is the Key Cause of Yeast Inactivation under Sublethal HPCD Condition 
	HPCD Treatment Possibly Induces Cell Nutrient Deprivation and Nitrogen Starvation 
	HPCD Treatment Possibly Induces Cell DNA Damage 
	HPCD Treatment Induces Protein Denaturation and Aggregation 
	HPCD Treatment Possibly Increases the Cell Requirement for Phosphatidylcholine 
	HPCD Treatment Increases the Cell Requirements for Hydrogen Sulfide and AdoMet Transfer in Response to Cell Nutrient Deprivation 
	Possible Cell Lethal Mechanisms of HPCD on a Metabolic Level 

	Conclusions 
	References

