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Abstract: Prodigiosin, a red pigment produced by numerous bacterial species, exerts various antibiotic
effects on prokaryotic and eukaryotic organisms. For instance, human carcinoma cell lines appear to
suffer from endoplasmic reticulum (ER) stress in the presence of prodigiosin. Here, we demonstrated
that prodigiosin also triggers the unfolded-protein response (UPR), which is a cytoprotective response
against ER stress, in yeast Saccharomyces cerevisiae. An S. cerevisine mutant carrying a UPR-deficient
mutation was hypersensitive to prodigiosin. Our observations cumulatively indicate that protein
folding in the ER is impaired by prodigiosin, illustrating a new mode of action.

Keywords: prodigiosin; bacterial secondary metabolite; endoplasmic reticulum stress; unfolded-
protein response; ROS; yeast; Saccharomyces cerevisiae

1. Introduction

Prodigiosin is a secondary metabolite and red tripyrrole pigment produced by various
bacteria such as the Serratia, Vibrio, Hahella, Pseudoalteromonas, and Streptomyces species
(Figure S1) [1-3]. Prodigiosin has received considerable attention due to its diverse biologi-
cal activities, which are related to its antibacterial, antifungal, antimalarial, immunosup-
pressant, and anticancer properties [2-5]. Therefore, it and its derivatives are promising
candidates for use as therapeutic drugs.

Prodigiosin acts as an apoptotic agent in carcinoma cells [6,7]. As a possible antitumor
mechanism, it acts as a proton-sequestering agent to destroy the intracellular pH gradi-
ent [8]. Moreover, prodigiosin has been proposed to affect various intracellular signaling
pathways in mammalian cells. Its clinical potential for treating breast cancer may lie in
its ability to inhibit Wnt/ 3-catenin signaling [9,10]. In addition, prodigiosin is reported
to have the capacity to modulate the functions of p53 and p73 [11]. More recently, prodi-
giosin has been shown to inhibit intracellular transport and the recycling of cell surface
receptors [12]. Another intriguing topic is that of prodigiosin provoking the endoplasmic
reticulum (ER) stress response, which is also known to induce apoptosis, in carcinoma
cells [13,14].

The ER is a membrane-surrounded cellular compartment in which secretory and
transmembrane proteins are folded. Dysfunction of the ER, namely ER stress, is frequently
accompanied by the ER accumulation of unfolded proteins and induces the ER stress
response, which is also called the unfolded-protein response (UPR) [15]. The UPR is an
intracellular signaling pathway that leads to the transcriptional induction of a number
of genes, including those encoding factors for protein folding and modification in the
ER. Although the UPR is widely believed to function in cytoprotection against ER stress,
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it often triggers apoptosis and paraptosis in mammalian cells [16]. Presumably, a merit
of this phenomenon is the elimination of heavily stressed and damaged cells from the
mammalian body.

While the UPR is commonly observed in eukaryotic cells, its mechanism was initially
explored in detail through frontier studies using the yeast Saccharomyces cerevisiae as a
model organism [17]. Irel is an ER-located transmembrane endoribonuclease that is
conserved in eukaryotic species, and acts as an ER stress sensor to provoke the UPR. Unlike
mammalian cells, S. cerevisine does not have other ER stress sensors, such as activating
transcription factor 6 (ATF6) and protein kinase R-like endoplasmic reticulum kinase
(PERK) [18]. In ER-stressed cells, Irel detects ER-accumulated unfolded proteins and exerts
strong endoribonuclease activity [18]. To the best of our knowledge, the sole target of Irel
in S. cerevisiae is HACI mRNA. When activated, Irel promotes the splicing of HACI mRNA,
which is then translated into a transcription factor that induces the expression of a number
of UPR-target genes, including those carrying the UPR element (UPRE) on their promoter
regions [17].

As for the relevance of prodigiosin to ER stress or the UPR, there are some unanswered
questions. How does prodigiosin induce ER stress? Does prodigiosin provoke the UPR in
eukaryotic species other than mammals? In order to answer these questions, here, we used
S. cerevisiae as a model organism and demonstrated that prodigiosin inhibits protein folding
in the ER, leading to UPR evocation. Thus, this study illustrates a new mode of action of
prodigiosin, a prominent bacterial secondary metabolite with various antibiotic activities.

2. Materials and Methods
2.1. Chemical Materials

Prodigiosin was produced by Serratia marcescens M10 (QBN VTCC 910027) and purified
basically as described previously [19] using a dual-step silica-gel column chromatography
protocol (first-step solvent of toluene/ethyl acetate = 9:1 (v/v) and second-step solvent of
toluene/ethyl acetate = 7:3 (v/v)). The stock solution of prodigiosin (0.1 mg/mL dimethyl
sulfoxide (DMSQ)) was stored at —20 °C under light-shielded conditions. Dithiothreitol
(DTT) was purchased from Merck KGaA (Darmstadt, Germany).

2.2. Yeast Strains and Plasmids

In this study, we used the S. cerevisiae strain KMY1015 (MATw, ura3, his3, leu2, trpl,
lys2, irel::TRP1; Ref. [20]) or its derivative, KMY1516 (MATw, ura3, his3, leu2::UIPRE-GFP,
trpl, lys2::UUPRE-lacZ, irel::TRP1; Ref. [21]) carrying the IRE1-gene centromeric plasmid
pRS313-IRE1 [21] as the IRE1+ strains. The irel-kockout genotype of these strains was
confirmed by PCR before the experiments in this study. Other genotypes were confirmed
based on auxotrophic requirements. For the irelA strains, we introduced the empty vector
pRS313 [22] instead of pRS313-IRE1 into KMY1015 or KMY1516. The AIIl mutation of
IRE1 was introduced into pRS313-IRE1 using the in vivo gap repair technique [21]. For
the UPRE-lacZ reporter assay, KMY1015 was transformed with the UPRE-lacZ reporter
plasmid pCZY1 [23] before the introduction of the IRE1 plasmids. To visualize the cellular
localization of Kar2, an improved green fluorescent protein (GFP) sequence was inserted
in-frame into the chromosomal KAR2 gene, as described in Ref. [24]. For the GAL1 promoter-
driven expression of the Apro mutant version of Rhizopus niveus aspartic proteinase (RNAP-
Apro) [25], the plasmid pYPR3841U [26] was modified to carry the LEU2-selectable marker
instead of URA3 and introduced into S. cerevisiae strains.

2.3. Yeast Culturing

S. cerevisiae cells were cultured in synthetic dextrose (SD) medium containing 2%
dextrose, 0.66% yeast nitrogen base w /o0 amino acids (Difco), and auxotrophic supplements.
Cells were aerobically shaken at 30 °C in liquid SD medium, and stressor chemicals were
added to the exponentially growing cultures, which were further incubated under the same
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conditions. For the expression of RNAP-Apro under the control of the GALI promoter, cells
were cultured in synthetic galactose medium for 14 h.

2.4. UPR Assays

For the UPRE-IcaZ reporter assay, cellular (3-galactosidase activity was measured, as
previously described [23].

To check the splicing of HACI mRNA, total RNA samples were extracted from yeast
cells using the hot phenol method and subjected to reverse transcription using a poly(dT)
oligonucleotide primer, as described previously [27]. The resulting cDNA samples were sub-
jected to real-time polymerase chain reaction (PCR) using the intercalator method with two
different HACI primer sets [27]. One was used for amplification of the total HACI species
(5-GCGTCGGACCAAGAGACTT-3' and 5'-TCGTCGACTCTGGTACATTTTC-3'), and the
other was used for amplification of the spliced version (5'-ACCTGCCGTAGACAACAACA-
3’ and 5'-ACCTGACTGCGCTTCTGGAT-3'). The HACI mRNA-splicing efficiency (%) was
calculated using the following formula:

100 x [Abundance of spliced HACI mRNA]/[Abundance of total HACI mRNA]

Alternatively, the cDNA samples were subjected to PCR using the primer set to amplify
the total HAC1 species (5'-TACAGGGATTTCCAGAGCACG-3’ and 5-TGAAGTGATGA
AGAAATCATTCAATTC-3), as described previously [27]. The PCR products were sepa-
rated by electrophoresis on 2% agarose containing 0.0001% ethidium bromide. The DNA
bands in the agarose gels were observed using the E-box gel documentation imaging system
(Vilber, Collégien, France).

2.5. Inhibition Circle Assay

After spreading yeast cultures saturated overnight (100 pL culture for a 120 mm
diameter plate) on the surface of SD agar plates, we punched the agar to make holes
(approximately 8 mm in diameter), into which 100 pL of test chemical solutions were
applied. After incubation at 30 °C for three days, the SD agar plates were measured to
determine the diameter of inhibition zones using an electric caliper.

2.6. Fluorescence Microscopy

For GFP fluorescence, cells were observed under a Keyence BZ-9000E fluorescence mi-
croscope (Osaka, Japan) with a CFI Plan Apo A100xH objective lens (Nikon, Tokyo, Japan).

2.7. Statistics

Values are presented as the mean and standard deviation from multiple biological
replicates. To obtain p values, we performed a two-tailed unpaired ¢-test using Excel 2021
(Microsoft, Redmond, WA, USA).

3. Results

At the beginning of this study, we extracted and purified prodigiosin from an S.
marcescens strain. The integrity and purity of the prodigiosin sample are shown in Figure S2.
On thin-layer chromatography (TLC), the prodigiosin sample exhibited a single spot,
the migration of which did not differ from that of a commercially purchased standard.
In addition, the prodigiosin sample exhibited a single peak on high-performance liquid
chromatography (HPLC). Based on the HPLC data, we estimated that the purity of the
prodigiosin sample exceeded 98%. The 'H nuclear magnetic resonance (NMR) spectrum
also identified the sample as prodigiosin. It should also be noted that aberrant peaks were
not observed in the 'H NMR spectrum, confirming the purity of the prodigiosin sample.

In the experiment shown in Figure 1A, we used S. cerevisine IRE1+ cells carrying the
UPRE-lacZ reporter plasmid, from which bacterial 3-galactosidase was expressed under
the control of UPRE. As expected, cellular 3-galactosidase activity increased when DTT,
which cleaves protein disulfide bonds and acts as a strong ER stressor, was added to the
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culture medium. Importantly, prodigiosin also induced the expression of the UPRE-lacZ
reporter, suggesting ER stress evocation by prodigiosin. The UPRE-lacZ values seemed to be
almost equally elevated by different concentrations of prodigiosin (from 0.1 to 1.0 mg/mL).
Because the UPRE-lacZ value was highest, albeit not drastically, when prodigiosin was
added into cultures at a concentration of 0.2 ug/mL, we employed this concentration of
prodigiosin for the following experiments.
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Figure 1. Prodigiosin activates the Irel/HACI-dependent UPR signaling pathway in S. cerevisiae.
(A) Before measurement of cellular -galactosidase activity, IRE1+ cells carrying the UPR-lacZ
reporter plasmid were treated with DTT (10 mM, 0.5 h) or prodigiosin (3 h), or remained unstressed
(non-stress: NS). The resulting values were normalized against that of unstressed cells, with normality
set at 1.0. (B) IRE1+ cells were cultured in the presence of 0.2 pg/mL prodigiosin for the indicated
periods, and total RNA samples were examined for HACT mRNA splicing. The HACI mRNA splicing
efficiency indicates the relative abundance of spliced HACI mRNA relative to that of total HAC1
mRNA, which was calculated as described in the Materials and Methods. (C) Using IRE1+ cells and
their AIIl mutant, a similar analysis to that in panel A was performed (NS or prodigiosin treatment
(0.2 pg/mL, 3 h)). The resulting values were normalized against that of unstressed IRE1+ cells, with
normality set at 1.0. **: p < 0.01, ***: p < 0.001, ****: p < 0.0001. In all panels, the averages and standard
deviations were calculated from the data obtained from three biological replicates.
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Next, we confirmed UPR evocation by prodigiosin in S. cerevisiae cells by monitoring
HACI mRNA splicing. When prodigiosin was added to the culture at a concentration of
0.2 pg/mL, HAC1 mRNA splicing was induced within 1 h and continued for at least 4 h
(Figures 1B and S3).

Irel is known to directly sense ER-accumulated unfolded proteins for its activation
upon ER stress. We previously reported that a partial deletion mutation in the luminal
domain of Irel, namely the AIIl mutation (deletion of a.a. 253-272), impairs the ability of
Irel to detect unfolded proteins [28]. Figure 1C shows that the AIIl mutation compromised
the prodigiosin-induced UPR. This observation suggests that prodigiosin provokes the
UPR by disturbing protein integrity in the ER.

Binding immunoglobulin protein (BiP) is a prominent molecular chaperone located in
the ER. 5. cerevisiae BiP is called Kar2 and is known to bind to unfolded proteins accumu-
lated in the ER [26]. Unfolded proteins are sometimes aggregated, recruiting Kar2, which
then exhibits punctate distribution [25,29,30]. In the experiment shown in Figure 2, we used
S. cerevisiae cells that express Kar2 carrying the GFP tag just before the C-terminal HDEL
ER-retention signal [24]. As previously reported [24], GFP-tagged Kar2 exhibited a typical
ER-like double-ring localization pattern, indicating its diffusive distribution through the
ER (Figure 2A). In contrast, GFP-tagged Kar2 partly exhibited dot-like localization in cells
expressing RNAP-Apro, which is a heterologous aberrant protein that accumulates and
aggregates in the ER of S. cerevisiae cells [25]. Notably, a similar localization pattern was
observed when cells were treated with 0.2 pg/mL prodigiosin for 3 h (Figure 2C).

Since the UPR is a cellular response to cope with ER stress, cells show hypersensitivity
to ER stressors when carrying mutations that halt the UPR signaling pathway. In the
experiment presented in Table 1 and Figure 54, we performed an inhibition circle assay to
determine the sensitivity of IRE1+ and irelA cells to prodigiosin. As expected, prodigiosin
formed larger growth inhibition zones on irelA cells than on IREI+ cells.

Table 1. Inhibition circle assay to assess sensitivity to prodigiosin.

Strain Test Chemical (100 pL)  Diameter of Inhibition Zones p-Value
IRE1+ DMSO only Inhibition zone V\./a.s not formed
(no toxicity)
irelA DMSO only Inhibition zone was not formed
(no toxicity)
IRE1+ Prodigiosin 11.83 4 0.07 mm
1 mg/mL in DMSO ’ ’
Prodiciosi 0.0019
irelA rocuglosin 12.66 £ 0.14 mm

1 mg/mL in DMSO

SD agar plates on which overnight liquid cultures of the indicated strains had been spread were punched to make
8 mm diameter holes. After application of the test chemicals to the holes, the agar plates were incubated at 30 °C
for 3 days. The diameter of inhibition zones was then measured. Data are presented as the average and standard
deviation from dual biological replicates.
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Figure 2. Prodigiosin causes aggregation of Kar2 in S. cerevisiae cells. IRE1+ cells expressing GFP-
tagged Kar2 were observed under a fluorescence microscope, as described in the Materials and
Methods. Moreover, the number of cells showing a dot-like distribution of GFP-tagged Kar2 (such as
the cells shown in panels B and C) was counted and divided by the total number of cells showing the
fluorescent signal of GFP-tagged Kar2. At least 100 cells were counted, and data are presented as
the average and standard deviation from three biological replicates. (A) Cells were cultured under
non-stress (NS) conditions. (B) Cells containing the plasmid for the expression of RNAP-Apro under
the GAL1 promoter were cultured in synthetic galactose medium for 14 h. (C) Cells were cultured in
the presence of 0.2 ug/mL prodigiosin for 3 h.

4. Discussion

As described in the Introduction, prodigiosin exhibits antibiotic activities against a
wide variety of prokaryotic and eukaryotic species, indicating its potential for biomedical
applications. Although prodigiosin is reported to have antifungal activity, to the best of
our knowledge, its mode of action in fungal and yeast cells has been poorly documented.
Meanwhile, it is also uncertain how prodigiosin induces ER stress, which finally leads to
apoptosis, in mammalian carcinoma cells. Therefore, in the present study, we addressed
the biological consequences of prodigiosin in S. cerevisiae, a widely used model organism,
from the viewpoint of ER stress and UPR.

As shown in Figure 1, we demonstrated that prodigiosin provokes UPR, which was
monitored by UPRE-lacZ reporter and HACI mRNA-splicing analyses, in S. cerevisiae cells.
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Prodigiosin is likely to damage cells by inducing ER stress at least partly, because ire1A
cells were more sensitive to prodigiosin than IRE1+ cells (Table 1).

It is widely accepted that ER stress causes the ER accumulation of unfolded proteins,
which are directly detected by Irel to trigger the UPR [18]. Nevertheless, some ER stress
stimuli, such as those causing membrane lipid-related abnormalities, are likely to induce
UPR without yielding unfolded proteins in the ER [28,31]. The UPR, when mediated and not
mediated by the ER accumulation of unfolded proteins, can be distinguished, as the former
is compromised by the AIIl mutation of Irel, which impairs Irel’s ability to sense unfolded
proteins [28]. We deduce that prodigiosin triggers UPR by yielding unfolded proteins
in the ER, because the prodigiosin-induced UPR was compromised by the AIIl mutation.
This insight has been supported by another observation indicating that prodigiosin caused
punctate localization of Kar2, which is a hallmark of the ER accumulation of unfolded
proteins, in S. cerevisiae cells (Figure 2) [25,29,30].

How does prodigiosin impair protein integrity in the ER? Considering its various
antibiotic effects in both prokaryotic and eukaryotic cells [1-5], prodigiosin does not appear
to be a sophisticated and specific inhibitor that blocks a selected biological process. Ref. [32]
proposed that prodigiosin may be a hydrophobic agent that damages biological membranes.
Moreover, Ref. [33] proposed that prodigiosin interacts abiotically with DNA. We presume
that prodigiosin, which is composed of three pyrrole rings and a linear hydrocarbon chain
(Figure S1), has chaotropic characteristics for interactions with a wide variety of biological
molecules, possibly leading to protein denaturation.

The UPR induced by prodigiosin appeared to be weaker than that induced by DTT,
and was not elevated even when the dose was increased (Figure 1A). This contrasts with the
case of DTT, which strongly induces UPR in a dose-dependent manner [34]. We speculate
that this difference is due to a difference in the modes of action of prodigiosin and DTT. DTT
is believed to non-specifically cleave cysteine disulfide bonds, leading to the denaturation
of a large portion of proteins that traverse the ER. In contrast, prodigiosin may impair
the integrity of selected proteins. In agreement with this idea, the expression of a single
aberrant ER-client protein induces the UPR only modestly, even when it is expressed from
a strong gene expression promoter [35]. Nevertheless, to fully support this idea, it is
necessary to determine the primary targets of prodigiosin in the S. cerevisiae ER, which is a
future research question.

Another important question is whether ER stress is the major cause of prodigiosin
toxicity in S. cerevisige. In this study, we demonstrated that the UPR, which is a cytoprotec-
tive response to cope with ER stress, contributes to the survival of S. cerevisiae cells upon
exposure to prodigiosin. However, this insight does not necessarily mean that prodigiosin
damages S. cerevisiae cells mainly by inducing ER stress. We think that the same can be
said for other ER stress stimuli such as ethanol. Whereas the UPR is thought to contribute
to ethanol’s tolerance of S. cerevisiae cells [36], ethanol is likely to cause toxic effects on a
wide range of biological molecules, such as cell membranes, in yeasts [37]. To comprehen-
sively understand the effect of prodigiosin on S. cerevisiae cells, it would be intriguing to
investigate the cellular response to prodigiosin using omics approaches in the future.

Some antibiotics, as well as prodigiosin, are known to act as ER stressors. For instance,
tunicamycin, a secondary metabolite produced by Streptomyces species, inhibits the N-
glycosylation of ER client proteins, leading to the induction of ER stress in a wide variety of
eukaryotic species. From the viewpoint of selectivity of the toxic effect, it may be reasonable
to assume that antibiotic chemicals produced by bacteria cause ER stress, which occurs
only in eukaryotic species.

5. Conclusions

Through a study on S. cerevisiae, a widely used model organism, we demonstrated
that prodigiosin provokes the UPR by inducing ER stress caused by the ER accumulation
of unfolded proteins. Our study presents a new mode of action of prodigiosin, a prominent
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bacterial secondary metabolite. Nevertheless, it is still unclear what the primary target of
prodigiosin is, which is a future research question.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/cimb46030116/s1, Figure S1: Chemical structure of prodigiosin;
Figure S2: Integrity and purity of the prodigiosin sample; Figure S3: garose electrophoresis data to
exhibit the HAC1 mRNA splicing upon treatment of cells with prodigiosin; Figure S4: Representative
images of the inhibition circle.

Author Contributions: S.L.T.N.: Formal analysis, investigation and writing—original draft prepa-
ration; T.H.T.N.: Formal analysis and validation; T.T.D.: Formal analysis and investigation; T.T.N.:
Data curation; TH.L.: Formal analysis; T.A.T.N.: Formal analysis Y.K.: Conceptualization and
writing—review and editing. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the Vietham National Foundation for Science and Technology
Development (NAFOSTED) under grant number 106.02-2018.332, “Renovated for higher-yield prodi-
giosin production from Serratia marcescens in Vietnam and identification of the molecular-biological
mechanism by which prodigiosin works to cells”.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: Data are contained within the article and Supplementary Materials.

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

References

1.  Lin, S.R.; Chen, YH.; Tseng, EJ.; Weng, C.F. The production and bioactivity of prodigiosin: Quo Vadis? Drug Discov. Today 2020,
25, 828-836. [CrossRef]

2. Islan, G.A.; Rodenak-Kladniew, B.; Noacco, N.; Duran, N.; Castro, G.R. Prodigiosin: A promising biomolecule with many
potential biomedical applications. Bioengineered 2022, 13, 14227-14258. [CrossRef] [PubMed]

3.  Srilekha, V.; Krishna, G.; Sreelatha, B.; Jagadeesh Kumar, E.; Rajeshwari, K.V.N. Prodigiosin: A fascinating and the most versatile
bioactive pigment with diverse applications. Syst. Microbiol. Biomanuf. 2023, 4, 66-76. [CrossRef]

4. Yip, C.H.; Mahalingam, S.; Wan, K.L.; Nathan, S. Prodigiosin inhibits bacterial growth and virulence factors as a potential
physiological response to interspecies competition. PLoS ONE 2021, 16, e0253445. [CrossRef] [PubMed]

5. Paul, T.; Bhardwaj, P.; Mondal, A.; Bandyopadhyay, T.K.; Mahata, N.; Bhunia, B. Identification of novel protein targets of
prodigiosin for breast cancer using inverse virtual screening methods. Appl. Biochem. Biotechnol. 2023, 195, 7236-7254. [CrossRef]

6.  Diaz-Ruiz, C.; Montaner, B.; Pérez-Tomas, R. Prodigiosin induces cell death and morphological changes indicative of apoptosis in
gastric cancer cell line HGT-1. Histol. Histopathol. 2001, 16, 415-421. [CrossRef]

7. Montaner, B.; Pérez-Tomas, R. Prodigiosin-induced apoptosis in human colon cancer cells. Life Sci. 2001, 68, 2025-2036. [CrossRef]
[PubMed]

8. Francisco, R.; Pérez-Tomas, R.; Gimenez-Bonafé, P.; Soto-Cerrato, V.; Giménez-Xavier, P.; Ambrosio, S. Mechanisms of prodigiosin
cytotoxicity in human neuroblastoma cell lines. Eur. J. Pharmacol. 2007, 572, 111-119. [CrossRef] [PubMed]

9.  Wang, Z; Li, B;; Zhou, L.; Yu, S.; Su, Z.; Song, J.; Sun, Q.; Sha, O.; Wang, X.; Jiang, W.; et al. Prodigiosin inhibits Wnt/ 3-catenin
signaling and exerts anticancer cctivity in breast cancer cells. Proc. Natl. Acad. Sci. USA 2016, 113, 13150-13155. [CrossRef]

10. Jian, Y.; Zhang, L.; Gong, L.; Ding, M.; Sun, X; Yu, X,; Lv, S;; Li, J.; Yang, D.; Wang, S. CD56 polysialylation promotes the
tumorigenesis and progression via the hedgehog and Wnt/ 3-catenin signaling pathways in clear cell renal cell carcinoma. Cancer
Cell Int. 2023, 23, 319. [CrossRef]

11. Hong, B.; Prabhu, V.V,; Zhang, S.; van den Heuvel, A.P].; Dicker, D.T.; Kopelovich, L.; El-Deiry, W.S. Prodigiosin rescues deficient
P53 signaling and antitumor effects via upregulating p73 and disrupting its interaction with mutant P53. Cancer Res. 2014, 74,
1153-1165. [CrossRef]

12.  Tai, S.B.; Huang, C.Y.; Chung, C.L.; Sung, PJ.; Wen, Z.H.; Chen, C.L. Prodigiosin inhibits transforming growth factor  signaling
by interfering receptor recycling and subcellular translocation in epithelial cells. Mol. Pharmacol. 2024, 105. [CrossRef]

13.  Pan, M.Y,; Shen, Y.C.; Lu, C.H,; Yang, S.Y.; Ho, T.F; Peng, Y.T.; Chang, C.C. Prodigiosin activates endoplasmic reticulum stress cell
death pathway in human breast carcinoma cell lines. Toxicol. Appl. Pharmacol. 2012, 265, 325-334. [CrossRef]

14. Cheng, S.Y;; Chen, N.F,; Kuo, H.M,; Yang, S.N.; Sung, C.S.; Sung, PJ.; Wen, Z.H.; Chen, W.E. Prodigiosin stimulates endoplasmic
reticulum stress and induces autophagic cell death in glioblastoma cells. Apoptosis 2018, 23, 314-328. [CrossRef]

15. Karagoz, G.E.; Acosta-Alvear, D.; Walter, P. The unfolded protein response: Detecting and responding to fluctuations in the
protein-folding capacity of the rndoplasmic reticulum. Cold Spring Harb. Perspect. Biol. 2019, 11, a033886. [CrossRef]

16. Hetz, C.; Papa, ER. The unfolded protein response and cell fate control. Mol. Cell 2018, 69, 169-181. [CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/cimb46030116/s1
https://www.mdpi.com/article/10.3390/cimb46030116/s1
https://doi.org/10.1016/j.drudis.2020.03.017
https://doi.org/10.1080/21655979.2022.2084498
https://www.ncbi.nlm.nih.gov/pubmed/35734783
https://doi.org/10.1007/s43393-023-00192-1
https://doi.org/10.1371/journal.pone.0253445
https://www.ncbi.nlm.nih.gov/pubmed/34161391
https://doi.org/10.1007/s12010-023-04426-9
https://doi.org/10.14670/HH-16.415
https://doi.org/10.1016/S0024-3205(01)01002-5
https://www.ncbi.nlm.nih.gov/pubmed/11388704
https://doi.org/10.1016/j.ejphar.2007.06.054
https://www.ncbi.nlm.nih.gov/pubmed/17678643
https://doi.org/10.1073/pnas.1616336113
https://doi.org/10.1186/s12935-023-03165-5
https://doi.org/10.1158/0008-5472.CAN-13-0955
https://doi.org/10.1124/molpharm.123.000776
https://doi.org/10.1016/j.taap.2012.08.034
https://doi.org/10.1007/s10495-018-1456-9
https://doi.org/10.1101/cshperspect.a033886
https://doi.org/10.1016/j.molcel.2017.06.017
https://www.ncbi.nlm.nih.gov/pubmed/29107536

Curr. Issues Mol. Biol. 2024, 46 1776

17.
18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

Read, A.; Schroder, M. The Unfolded Protein Response: An Overview. Biology 2021, 10, 384. [CrossRef] [PubMed]

Bashir, S.; Banday, M.; Qadri, O.; Bashir, A.; Hilal, N.; Nida-I-Fatima; Rader, S.; Fazili, KM. The Molecular Mechanism and
Functional Diversity of UPR Signaling Sensor IRE1. Life Sci. 2021, 265, 118740. [CrossRef] [PubMed]

Vu, T.L.; Nguyen, S.L.T;; Do, T.T; Do, T.C.; Do, T.T. Prodigiosin purification from Serratia marcescens M10 and its antitumor
activities. Vietnam ]. Biotechnol. 2021, 19, 289-299.

Mori, K.; Kawahara, T.; Yoshida, H.; Yanagi, H.; Yura, T. Signalling from endoplasmic reticulum to nucleus: Transcription factor
with a basic-leucine zipper motif is required for the unfolded protein-response pathway. Genes Cells 1996, 1, 803-817. [CrossRef]
[PubMed]

Kimata, Y.; Oikawa, D.; Shimizu, Y.; Ishiwata-Kimata, Y.; Kohno, K. A role for BiP as an adjustor for the endoplasmic reticulum
stress-sensing protein Irel. J. Cell Biol. 2004, 167, 445-456. [CrossRef] [PubMed]

Sikorski, R.S.; Hieter, P. A system of shuttle vectors and yeast host strains designed for efficient manipulation of DNA in
Saccharomyces cerevisiae. Genetics 1989, 122, 19-27. [CrossRef] [PubMed]

Mori, K.; Sant, A.; Kohno, K.; Normington, K.; Gething, M.]J.; Sambrook, ].E. A 22 Bp cis-acting element is necessary and sufficient
for the induction of the yeast KAR2 (BiP) gene by unfolded proteins. EMBO J. 1992, 11, 2583-2593. [CrossRef]

Valbuena, EM.; Fitzgerald, I.; Strack, R.L.; Andruska, N.; Smith, L.; Glick, B.S. A photostable monomeric superfolder green
fluorescent protein. Traffic 2020, 21, 534-544. [CrossRef] [PubMed]

Umebayashi, K.; Hirata, A.; Fukuda, R.; Horiuchi, H.; Ohta, A.; Takagi, M. Accumulation of misfolded protein aggregates leads to
the formation of russell body-like dilated endoplasmic reticulum in yeast. Yeast 1997, 13, 1009-1020. [CrossRef]

Kimata, Y.; Kimata, Y.I.; Shimizu, Y.; Abe, H.; Farcasanu, I.C.; Takeuchi, M.; Rose, M.D.; Kohno, K. Genetic evidence for a role of
BiP/Kar2 that regulates Irel in response to accumulation of unfolded proteins. Mol. Biol. Cell 2003, 14, 2559-2569. [CrossRef]
Hata, T.; Ishiwata-Kimata, Y.; Kimata, Y. Induction of the unfolded protein response at high temperature in Saccharomyces
cerevisiae. Int. . Mol. Sci. 2022, 23, 1669. [CrossRef]

Promlek, T.; Ishiwata-Kimata, Y.; Shido, M.; Sakuramoto, M.; Kohno, K.; Kimata, Y. Membrane aberrancy and unfolded proteins
activate the endoplasmic reticulum stress sensor Irel in different ways. Mol. Biol. Cell 2011, 22, 3520-3532. [CrossRef]

Sullivan, M.L.; Youker, R.T.; Watkins, S.C.; Brodsky, J.L. Localization of the BiP molecular chaperone with respect to endoplasmic
reticulum foci containing the cystic fibrosis transmembrane conductance regulator in yeast. J. Histochem. Cytochem. 2003, 51,
545-548. [CrossRef]

Huyer, G.; Longsworth, G.L.; Mason, D.L.; Mallampalli, M.P.; McCaffery, ]. M.; Wright, R.L.; Michaelis, S. A striking quality
control subcompartment in Saccharomyeces cerevisiae: The endoplasmic reticulum-associated compartment. Mol. Biol. Cell 2004,
15,908-921. [CrossRef]

Ho, N.; Yap, W.S,; Xu, J.; Wu, H.; Koh, J.H.; Goh, W.W.B.; George, B.; Chong, S.C.; Taubert, S.; Thibault, G. Stress sensor Irel
deploys a divergent transcriptional program in response to lipid bilayer stress. J. Cell Biol. 2020, 219, €201909165. [CrossRef]
[PubMed]

Suryawanshi, R.K.; Patil, C.D.; Koli, S.H.; Hallsworth, J.E.; Patil, S.V. Antimicrobial activity of prodigiosin is attributable to
plasma-membrane damage. Nat. Prod. Res. 2017, 31, 572-577. [CrossRef] [PubMed]

Park, G.; Tomlinson, J.T.; Melvin, M.S.; Wright, M.W.; Day, C.S.; Manderville, R.A. Zinc and copper complexes of prodigiosin:
Implications for copper-mediated double-strand DNA cleavage. Org. Lett. 2003, 5, 113-116. [CrossRef] [PubMed]

Halbleib, K.; Pesek, K.; Covino, R.; Hofbauer, H.F,; Wunnicke, D.; Hanelt, I.; Hummer, G.; Ernst, R. Activation of the Unfolded
Protein Response by Lipid Bilayer Stress. Mol. Cell 2017, 67, 673-684. [CrossRef] [PubMed]

Mai, T.C.; Ishiwata-Kimata, Y.; Le, Q.G.; Kido, H.; Kimata, Y. Dispersion of endoplasmic reticulum-associated compartments by
4-phenyl butyric acid in yeast cells. Cell Struct. Funct. 2019, 44, 173-182. [CrossRef]

Navarro-Tapia, E.; Querol, A.; Pérez-Torrado, R. Membrane Fluidification by Ethanol Stress Activates Unfolded Protein Response
in Yeasts. Microb. Biotechnol. 2018, 11, 465-475. [CrossRef]

de Moura Ferreira, M.A.; da Silveira, F.A.; da Silveira, W.B. Ethanol stress responses in Kluyveromyces marxianus: Current
knowledge and perspectives. Appl. Microbiol. Biotechnol. 2022, 106, 1341-1353. [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/10.3390/biology10050384
https://www.ncbi.nlm.nih.gov/pubmed/33946669
https://doi.org/10.1016/j.lfs.2020.118740
https://www.ncbi.nlm.nih.gov/pubmed/33188833
https://doi.org/10.1046/j.1365-2443.1996.d01-274.x
https://www.ncbi.nlm.nih.gov/pubmed/9077435
https://doi.org/10.1083/jcb.200405153
https://www.ncbi.nlm.nih.gov/pubmed/15520230
https://doi.org/10.1093/genetics/122.1.19
https://www.ncbi.nlm.nih.gov/pubmed/2659436
https://doi.org/10.1002/j.1460-2075.1992.tb05323.x
https://doi.org/10.1111/tra.12737
https://www.ncbi.nlm.nih.gov/pubmed/32415747
https://doi.org/10.1002/(SICI)1097-0061(19970915)13:11%3C1009::AID-YEA157%3E3.0.CO;2-K
https://doi.org/10.1091/mbc.e02-11-0708
https://doi.org/10.3390/ijms23031669
https://doi.org/10.1091/mbc.e11-04-0295
https://doi.org/10.1177/002215540305100417
https://doi.org/10.1091/mbc.e03-07-0546
https://doi.org/10.1083/jcb.201909165
https://www.ncbi.nlm.nih.gov/pubmed/32349127
https://doi.org/10.1080/14786419.2016.1195380
https://www.ncbi.nlm.nih.gov/pubmed/27353356
https://doi.org/10.1021/ol027165s
https://www.ncbi.nlm.nih.gov/pubmed/12529118
https://doi.org/10.1016/j.molcel.2017.06.012
https://www.ncbi.nlm.nih.gov/pubmed/28689662
https://doi.org/10.1247/csf.19023
https://doi.org/10.1111/1751-7915.13032
https://doi.org/10.1007/s00253-022-11799-0

	Introduction 
	Materials and Methods 
	Chemical Materials 
	Yeast Strains and Plasmids 
	Yeast Culturing 
	UPR Assays 
	Inhibition Circle Assay 
	Fluorescence Microscopy 
	Statistics 

	Results 
	Discussion 
	Conclusions 
	References

