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ABSTRACT Prenylated isoflavonoids are phytochemicals with promising antifungal
properties. Recently, it was shown that glabridin and wighteone disrupted the plasma
membrane (PM) of the food spoilage yeast Zygosaccharomyces parabailii in distinct
ways, which led us to investigate further their modes of action (MoA). Transcriptomic
profiling with Z. parabailii showed that genes encoding transmembrane ATPase trans-
porters, including Yor1, and genes homologous to the pleiotropic drug resistance
(PDR) subfamily in Saccharomyces cerevisiae were upregulated in response to both
compounds. Gene functions involved in fatty acid and lipid metabolism, proteostasis,
and DNA replication processes were overrepresented among genes upregulated by
glabridin and/or wighteone. Chemogenomic analysis using the genome-wide deletant
collection for S. cerevisiae further suggested an important role for PM lipids and PM
proteins. Deletants of gene functions involved in biosynthesis of very-long-chain fatty
acids (constituents of PM sphingolipids) and ergosterol were hypersensitive to both
compounds. Using lipid biosynthesis inhibitors, we corroborated roles for sphingolipids
and ergosterol in prenylated isoflavonoid action. The PM ABC transporter Yor1 and
Lem3-dependent flippases conferred sensitivity and resistance, respectively, to the
compounds, suggesting an important role for PM phospholipid asymmetry in their
MoAs. Impaired tryptophan availability, likely linked to perturbation of the PM trypto-
phan permease Tat2, was evident in response to glabridin. Finally, substantial evidence
highlighted a role of the endoplasmic reticulum (ER) in cellular responses to wight-
eone, including gene functions associated with ER membrane stress or with phospho-
lipid biosynthesis, the primary lipid of the ER membrane.

IMPORTANCE Preservatives, such as sorbic acid and benzoic acid, inhibit the growth of
undesirable yeast and molds in foods. Unfortunately, preservative tolerance and resist-
ance in food spoilage yeast, such as Zygosaccharomyces parabailii, is a growing chal-
lenge in the food industry, which can compromise food safety and increase food waste.
Prenylated isoflavonoids are the main defense phytochemicals in the Fabaceae family.
Glabridin and wighteone belong to this group of compounds and have shown potent
antifungal activity against food spoilage yeasts. The present study demonstrated the
mode of action of these compounds against food spoilage yeasts by using advanced
molecular tools. Overall, the cellular actions of these two prenylated isoflavonoids share
similarities (at the level of the plasma membrane) but also differences. Tryptophan
import was specifically affected by glabridin, whereas endoplasmic reticulum membrane
stress was specifically induced by wighteone. Understanding the mode of action of
these novel antifungal agents is essential for their application in food preservation.

KEYWORDS antifungal, prenylated isoflavonoids, glabridin, wighteone,
Zygosaccharomyces parabailii, Saccharomyces cerevisiae, chemogenomics,
transcriptomics

Editor Florian M. Freimoser, Agroscope

Copyright © 2023 Kalli et al. This is an open-
access article distributed under the terms of
the Creative Commons Attribution 4.0
International license.

Address correspondence to Carla Araya-
Cloutier, carla.arayacloutier@wur.nl.

The authors declare no conflict of interest.

Received 31 March 2023
Accepted 17 June 2023
Published 10 July 2023

July/August 2023 Volume 11 Issue 4 10.1128/spectrum.01327-23 1

RESEARCH ARTICLE

https://orcid.org/0000-0002-2102-2255
https://orcid.org/0000-0002-9304-4971
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1128/spectrum.01327-23
https://crossmark.crossref.org/dialog/?doi=10.1128/spectrum.01327-23&domain=pdf&date_stamp=2023-7-10


The quest for novel, natural food preservatives has spurred a focus on plant metabo-
lites with antimicrobial properties. Prenylated flavonoids and isoflavonoids [i.e.,

(iso)flavonoids] are biosynthesized in legumes as part of their defense mechanism
against pathogens. Their antimicrobial properties have already been documented in
vitro against Gram-positive and Gram-negative bacteria (1–4), molds (5, 6) and yeasts
(7–10). (Iso)flavonoids are a chemically diverse group of phenyl benzopyrans encom-
passing 21 different subclasses, mainly differing in the level of oxidation of the middle
ring. The chemical diversity of (iso)flavonoids is further increased through the different
type, number and configuration of substituents that decorate the backbone. Prenyl
groups (i.e., C5-isoprenoid moieties) are a typical decoration of (iso)flavonoids and can
adopt a chain or ring configuration. In recent work, we showed that two prenylated
isoflavonoids, the chain-prenylated isoflavone wighteone and the ring-prenylated iso-
flavan glabridin (Fig. 1) were highly effective in inhibiting the notorious food spoilage
yeast Zygosaccharomyces parabailii (11). Their MICs (between 6.3 and 25.0 mg/mL)
were over 10-fold lower than that of the traditional preservative of acidic food prod-
ucts, sorbic acid (11). In the same work, we also demonstrated that these two com-
pounds disrupted the plasma membrane (PM) integrity of the yeast, yet with different
phenotypes. Upon wighteone exposure, membrane permeabilization (measured by
propidium iodide uptake) coincided with killing, whereas upon glabridin exposure, killing
preceded propidium iodide uptake (11). Furthermore, Z. parabailii cells treated with equi-
toxic amounts of wighteone showed endocytosis-like deformations and membrane discon-
tinuities upon short (15 min) exposure and complete disappearance of the membrane after
long exposure (180 min), whereas cells treated with glabridin showed PM discontinuities
that intensified over time (up to 180 min) (11).

Prenylation is generally accepted to confer hydrophobicity to the molecules, increas-
ing their affinity to biological targets (including the PM). However, not all prenylated
compounds are active antimicrobials and their hydrophobicity index (logP) is not always
proportional to their activity. Prior work highlighted that active prenylated (iso)flavo-
noids with different molecular properties can potentially have different interactions with
the membrane or even mode of action (MoA) (12). Glabridin and wighteone have dis-
tinct predominant chemical properties. In particular, glabridin has 20-fold-higher hydro-
phobicity and more than 10-fold-lower hydrogen bonding (HB) capacity than wighteone
(12) (Fig. 1). Interestingly, Araya-Cloutier et al. (4) showed that wighteone is a good per-
meabilizer of the Gram-positive bacterium Listeria monocytogenes, whereas glabridin or
other active mono- and diprenylated (iso)flavonoids were poor permeabilizers. Other
studies have reported cytosolic presence and activity of diprenylated (iso)flavonoids (13,
14). das Chagas Almeida et al. (15) demonstrated that the antimicrobial activity of a plant
extract rich in mono- and diprenylated (iso)flav(an)ones was exerted without permeabili-
zation of the PM of Staphylococcus aureus (assessed through crystal violet uptake at
extract concentrations up to 8� MIC) or any disruption of the cell surface (as evidenced
by atomic force microscopy at the MIC), suggesting alternative targets in bacteria.

Few studies have used genetic or genomic tools to gain insights into the MoA of pre-
nylated (iso)flavonoids. Moazeni et al. (16) selectively investigated the effect of glabridin
on inducing apoptosis by studying two apoptosis-related genes in Candida albicans,
MAC1 and NUC1. The authors reported elevated expression of these two genes in
response to glabridin. Yin et al. (17) performed a more complete transcriptome profiling
of wighteone-treated S. cerevisiae cells. Genes regulating peptide transport systems
through the pleiotropic drug resistance (PDR) network and endoplasmic reticulum (ER)
stress were activated in response to wighteone. The aim of Yin’s study was to differenti-
ate wighteone’s MoA from those of commonly used antifungal drugs, but mechanistic
details on wighteone’s MoA were limited. In the present study, we aimed to study in
more detail the mode of antifungal action of glabridin and wighteone and potentially to
highlight any differences. For this, we employed transcriptome profiling of the notorious
food spoilage yeast Z. parabailii (whose genome sequence has recently been fully
described [18]) exposed to the two active prenylated isoflavonoids, complemented by a
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genome-wide chemogenomic analysis using the full deletion strain collection available
for the model yeast Saccharomyces cerevisiae (19).

RESULTS

To identify possible leads to the MoA of the active antifungal prenylated isoflavo-
noids, wighteone and glabridin, transcriptomic analysis and gene deletant (chemoge-
nomic) screening were carried out separately against these compounds. Key genes
identified from these analyses were corroborated in independent phenotypic tests.

Transcriptomic profiling of Z. parabailii cells treated with prenylated isoflavo-
noids. Transcriptome profiling was performed for exponential-phase Z. parabailii cells af-
ter 30- and 120-min exposures to doses of glabridin or wighteone that gave a mild yeast
inhibition effect (.85% of survival compared to the control after 120 min). In total,
around 1,450 and 2,280 genes were significantly (P , 0.05) differentially expressed in
response to wighteone and glabridin, respectively, at both time points tested (see vol-
cano plots in Fig. S2 and Table S1C in the supplemental material). Wighteone exposure
was associated with upregulation (according to log2 fold change of .1.0) of 62 genes
(i.e., 4% of the significant differentially expressed genes) and 169 (12%) genes after 30
and 120 min of exposure, respectively. Glabridin significantly upregulated 125 (5%) and
418 (18%) genes after the short and the long exposures, respectively. Wighteone expo-
sure was associated with downregulation (log2 fold change of less than 21.0) of 51 (4%)
and 66 (5%) genes after 30 and 120 min of exposure, respectively, whereas glabridin sig-
nificantly downregulated 58 (3%) and 104 (5%) genes.

Figure 2 illustrates overrepresented Gene Ontology (GO) terms in the annotations of
genes found in the up- or downregulated gene sets by the two prenylated isoflavonoids
at the different time points of exposure, as identified by the GO analysis. In general, the
enrichment ratios for biological processes affected by wighteone were higher than those
affected by glabridin at similar exposure times. The GO analysis highlighted that ATPase
transmembrane transport, including xenobiotic detoxification, were uniformly overrepre-
sented GO terms (biological processes) in the annotations of genes upregulated by both
compounds and time points. Genes homologous to the S. cerevisiae multidrug ATPase
transporter subfamily Pdr5/Pdr15/Pdr10 (20) and the ATPase transmembrane transporter
Yor1 involved in antibiotic oligomycin resistance (21) are known representatives of this
GO term (Table S2). Other GO terms for upregulated genes differed between wighteone
and glabridin. The gene set upregulated after 30 min of exposure to wighteone was

FIG 1 Molecular structure, antifungal activity against strains of Z. parabailii at pH 4.0 (MIC values
from reference 11) and relevant physicochemical properties, namely, hydrophobicity (logP) and hydrogen
bond (HB) acceptor (A) and donor (D) capacity, of the prenylated isoflavonoids wighteone and
glabridin. The IUPAC numbering is the same for the two prenylated isoflavonoids.
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enriched with lysine biosynthesis and proteolysis functions (Fig. 2A) and, after
120 min of exposure, with functions related to DNA replication among others
(Fig. 2B). Genes upregulated by glabridin after 30 min were overrepresented by func-
tions associated with transmembrane sulfate transport, phosphatidylcholine (PC)

FIG 2 Up- and downregulated GO terms (biological processes) in Z. parabailii (ATCC 60483) cells upon exposure
to wighteone (A and B) and glabridin (C and D) after 30 min (A and C) and 120 min (B and D), respectively. GO
terms encompass genes with both a significant (P , 0.05) and log2 fold change of .j1.0j. Biological process
categories broader than those shown on the figure’s x axes are differentiated by color, as defined by the legend
below the panels. Only nonredundant GO terms are shown (a semantic similarity threshold of ,0.7 was used
according to reference 80). Diamonds represent the number of significantly up- or downregulated genes per
overrepresented biological function. Genes represented by the different GO terms, together with their description
and significance (P value), are shown in Table S2.

Antifungal Mode of Action of Prenylated Isoflavonoids Microbiology Spectrum

July/August 2023 Volume 11 Issue 4 10.1128/spectrum.01327-23 4

https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01327-23


biosynthesis, and proteostatic functions, such as protein (re)folding, protein peptidyl-
prolyl isomerization, and response to topologically incorrect protein (Fig. 2C). After
120 min of exposure to glabridin, nucleic acid-related processes and cell cycle, com-
ponent biogenesis, and organization were among the overrepresented functional
categories in the upregulated gene set (Fig. 2D).

The GO analysis also revealed several biological processes overrepresented in the anno-
tations of genes downregulated by the two prenylated isoflavonoids. After 30 min of expo-
sure to wighteone, we observed downregulation of glycerol catabolism and of fatty acid
(FA) or lipid metabolism, including desaturation (Fig. 2A) (through downregulation of the
sole D9 FA desaturase of S. cerevisiae, Ole1) (Table S2). Transmembrane transport processes
were also overrepresented after 30 min. Similar processes were overrepresented in the down-
regulated gene set after 120 min of wighteone exposure, along with amino acid (glycine and
proline) metabolism (Fig. 2B). Interestingly, no overrepresented gene functions were downre-
gulated after 30 min of exposure to glabridin (Fig. 2C), but functions associated with propio-
nate and FA metabolism and proline biosynthesis were downregulated after 120 min. More
than 15 genes associated with transmembrane transport were downregulated after 120 min
of glabridin exposure, although with a low enrichment ratio (Fig. 2D).

Overall, several biological processes appeared to be affected (up- or downregulated) by the
two active prenylated isoflavonoids, the most dominant being (i) (xenobiotic) transmembrane
transport, (ii) fatty acid and lipid metabolism, and (iii) proteostatic processes in the 30-min expo-
sure, succeeded by nucleic acid-related processes in the 120-min exposure. Wighteone addi-
tionally affected (downregulated) processes related to glycerol metabolism.

Yeast deletion strains sensitive and resistant to the prenylated isoflavonoids.
To complement the transcriptomic profiling, a chemogenomic analysis was performed.
This aspect used another spoilage (and model) yeast, S. cerevisiae, capitalizing on the ge-
nome-wide collection of homozygous deletant strains available for this organism.
Figure 3 depicts an overview of the results. In total, around 2,000 and 500 deletion
strains showed altered growth phenotypes (either sensitivity at a growth rate [GR] of
.2.0 or resistance at a GR of#0.5) when cultured for 24 h with wighteone and glabridin,
respectively (Fig. 3A). The sensitive phenotypes were more common than the resistant
phenotypes, irrespective of the prenylated isoflavonoid. There were 273 deletants com-
monly sensitive and 100 deletants commonly resistant to both prenylated isoflavonoids
(Fig. 3A). A GO analysis pinpointed several biological processes that were overrepre-
sented among the annotations of genes whose deletions produced altered phenotypes
(Fig. 3B and C). The most highly enriched biological processes were associated with
genes whose deletion yielded sensitivity (i.e., genes required for wild-type [WT] resist-
ance) to wighteone were oligosaccharide-lipid intermediate biosynthesis related to man-
noprotein synthesis and activation of cyclin-dependent protein kinase activity (Fig. 3B).
Deletants for 74 genes associated with cellular protein localization processes gave sensi-
tive phenotypes to wighteone, albeit with a low enrichment ratio (1.4) (Fig. 3B). In con-
trast, deletants of genes involved in cytoplasmic translation (i.e., protein biosynthesis)
and ribosome biogenesis were overrepresented among deletants giving resistance phe-
notypes (i.e., genes conferring sensitivity) to wighteone (Fig. 3B). In the case of glabridin,
deletants of functions associated with regulation of protein localization to chromosome
were overrepresented among deletants giving sensitive phenotypes, albeit based on
only two significant genes. Moreover, deletants of genes involved in RNA-related proc-
essing, oligosaccharide-lipid intermediate biosynthesis, and ergosterol biosynthesis as
well as membrane docking were also highly enriched, representing significant terms
among the sensitive GO terms. Fatty acid import was the most significantly enriched bio-
logical process associated with genes whose deletion yields resistance to glabridin,
although this was based on only two significant genes (Fig. 3C).

Roles of fatty acid import and lipid biosynthesis functions in responses to pre-
nylated isoflavonoids. Due to the hydrophobic nature of prenylated isoflavonoids, it
was anticipated that deletion of genes important in lipid biosynthesis may yield altered
phenotypes. In line with this, the GO analysis showed that ergosterol biosynthesis and
long-chain fatty acid (LCFA) intracellular import were significant biological processes
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FIG 3 Overview of chemogenomic screening using S. cerevisiae deletants. (A) Distribution of sensitive and resistant
deletants to both prenylated isoflavonoids (solid green and red, respectively, with darker colors denoting a higher
level of sensitivity or resistance) together with the fractions of affected deletants that were unique for each prenylated
isoflavonoid (patterned colors). Unaffected deletants are depicted in gray. (B and C) GO enrichment analysis for
biological processes in the annotations of significant genes (P , 0.05) where deletion produced sensitive (GR . 2.0)
or resistant (GR # 0.5) phenotypes to wighteone and glabridin. Broader biological process categories than those
shown on the figures’ x axes are differentiated by color, as defined by the legend at the bottom right of the figure.
Only nonredundant GO terms are shown (a semantic similarity threshold of ,0.7 was used according to reference 80).
Diamonds represent the number of significant genes per overrepresented biological function. Genes represented by
the different GO terms together with their description and significance (P value) are shown in Table S3.
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that, when perturbed, tended to yield altered phenotypes in response to glabridin (Fig. 3B).
Figure 4 shows the biosynthetic pathways of the three main lipid classes, highlighting in
color the genes that gave altered phenotypes with the prenylated isoflavonoids (resistance
in red and sensitivity in green). Deletants lacking genes involved in the late steps of ergosterol
biosynthesis, ERG2, ERG5, and ERG6 (being the only viable erg deletants) (22) were all highly
sensitive (GR. 6.7; P# 1E204) to both glabridin and wighteone (Table S4). In contrast, dele-
tants lacking one or both of the fatty acyl coenzyme A (acyl-CoA) synthetases encoded by
FAA1 and FAA4, which import LCFAs, were resistant to prenylated isoflavonoids (GRfaa1D 5 0.5
and P 5 5E203 for glabridin but insignificant for wighteone; GRfaa4D 5 0.3 and 0.5 for
wighteone and glabridin, respectively; P # 1E203) (Table S4). These two synthetases
import (un)saturated FAs (23) (up to C20) (24) into the cell from the extracellular space
and subsequently activate them, when the intracellular synthesis of the sphingo- and
phospholipid precursors is blocked (22).

Along with ergosterol biosynthesis and import/activation of LCFAs, altered pheno-
types of deletants of sphingolipid and phospholipid biosynthesis were also observed.
The deletion strain for IPT1, which encodes the inositolphosphotransferase catalyzing

FIG 4 Intracellular biosynthesis pathways for ergosterol, sphingolipids, and phospholipids in S. cerevisiae based on references 84 to 86.
In the case of blocked sphingolipid or phospholipid biosynthesis, long-chain (unsaturated) fatty acids [LC(U)FA] are imported to the cell
(dashed arrows). Proteins involved in the biosynthesis of the three major lipid classes are colored based on the observed phenotype of
their gene deletants upon exposure to the two prenylated isoflavonoids according to the chemogenomic screening: green indicates
sensitive deletants, whereas red shows resistant deletants. “(W)” or “(G)” indicates that the specific deletant phenotype was only
observed in response to either wighteone or to glabridin, respectively. The corresponding GR and P values of the deletants can be
found in Table S4. Faa1 and Faa4, long-chain fatty acyl-CoA synthetases; Erg2, D8-sterol isomerase; Erg5, D22-sterol desaturase; Erg6, D24-
sterol C-methyltransferase; Erg11, lanosterol 14a-demethylase; Spt1, serine C-palmitoyltransferase; Ydc1, alkaline dihydroceramidase; Ipt1,
inositol phosphotransferase; Elo2, FA elongase of sphingolipid biosynthesis, which acts on FAs of up to C24 FAs from C18-CoA; Elo3, FA
elongase of sphingolipid biosynthesis, which acts on FAs of up to C20 to C26 FAs from C18-CoA; Ale1, lysophospholipid acyltransferase;
Pah1, phosphatidic acid (PA) phosphatase; Dpp1, diacylglycerol pyrophosphate; Lpp1, lipid phosphate phosphatase; Tgl3, bifunctional
triacylglycerol lipase and lysophosphatidylethanolamine acyltransferase; Ept1, sn-1,2-diacylglycerol ethanolamine and choline
phosphotransferase; Cho2, phosphatidylethanolamine methyltransferase; Opi3, methylene-fatty acyl-phospholipid synthase;
Pct1, choline phosphate cytidylyltransferase; Cpt1, choline phosphotransferase; VLCFA, very-long-chain fatty acids; IPC, inositol phosphoryl
ceramide; MIPC, mannosyl inositol phosphoryl ceramide; M(IP)2C, mannosyl-di-(inositolphosphoryl)ceramide; PI, phosphoinositol; (CDP)-
DAG, (CDP) diacylglycerol; PS, phosphatidylserine; P(M)E, (N-methyl)phosphatidylethanolamine; PDE, phosphatidyldimethylethanolamine; PC,
phosphatidylcholine.
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the final biosynthetic step of the most abundant, terminal sphingolipid, mannosyl-
di-(inositolphosphoryl)-ceramide [M(IP)2C] from mannosylinositol phosphorylceramide
(MIPC) (Fig. 4), was resistant to both compounds (GR 5 0.2 for wighteone and GR 5 0.5
for glabridin; P # 4E203) (Table S4). Consistent with this observation, the ydc1D strain,
lacking the ceramidase that hydrolyzes the dihydroceramide to dihydrosphingosine
(thus going backwards to sphingolipid precursors) (Fig. 4) (22) was hypersensitive to
both compounds (GR 5 29.8 for wighteone and GR 5 39.0 for glabridin; P # 7E207)
(Table S4). Furthermore, deletants of the FA elongases that extend C16-to-C18 FAs to up
to C20 to C26 (25), ELO2 and ELO3, were also sensitive to both compounds in the chemo-
genomic screening (GRelo2D 5 3.9 to 5.3 and GRelo3D 2.5 to 3.6; P# 3E203) (Table S4).

Several deletants of phospholipid biosynthetic genes (Fig. 4) showed altered phe-
notypes, particularly in response to wighteone. For example, the phospholipid biosyn-
thesis-related dgk1D deletant lacking a diacylglycerol (DAG) kinase was hypersensitive
to wighteone, but not to glabridin (GR 5 28.0; P 3E206) (Table S4). Moreover, the
cpt1D deletant, lacking a gene important for PC biosynthesis, and the tgl3D deletant,
defective for phosphatidylethanolamine (PE) biosynthesis, were either more sensitive
to wighteone than to glabridin (GRcpt1D 5 5.1 and P 5 1E203 for wighteone and
GRcpt1D 5 2.7 and P5 7E203 for glabridin) (Table S4) or highly sensitive only to the for-
mer (GRtgl3D 5 4.7 and P 5 6E206 for wighteone) (Table S4). Similarly, ino2D and ino4D
strains lacking the transcription factors necessary for the derepression of PC biosyn-
thetic enzymes in response to inositol depletion, Opi3 and Cho2, were also specifically
sensitive to wighteone (GR 5 4.4 and 4.9, respectively; P# 1E204) (Table S4).

To corroborate the importance of long-chain fatty acid import in the yeast response
to wighteone and glabridin, faa1D, faa4D, and elo2D deletants were tested in dedi-
cated assays. Figure 5A shows growth curves for the faa1D deletant with or without

FIG 5 Resistance of S. cerevisiae deletants lacking the genes encoding the fatty acyl-CoA synthetases
FAA1 (A and B) and FAA4 (C) and sensitivity of deletants lacking the gene encoding the FA elongase,
ELO2 (D), to the prenylated isoflavonoids wighteone (W) and glabridin (G). Treated S. cerevisiae faa1D
and faa4D strains were cultured in the presence of 5.0 mg/mL wighteone or 10.0 mg/mL glabridin,
whereas the treated elo2D strain was cultured in the presence of 3.8 mg/mL wighteone or 7.5 mg/mL
glabridin. Filled bars represent the WT strain, and patterned bars represent the deletant strains. Values
are the means 6 standard deviation (SD) from three biological replicates, each performed in triplicate.
Asterisks denote significant differences (P , 0.05). For the full growth curves, refer to Fig. S3A to D.
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wighteone (refer to Fig. S3 for all growth curves). With wighteone, faa1D cells showed
faster growth than the wild type (WT). As much of the effect seemed to be a faster
transition from lag to exponential growth, the phenotype can also be captured with
the change in time to detection (DTTD) with and without an antimicrobial. For wight-
eone, the DTTDfaa1D and DTTDfaa4D were significantly smaller (P , 0.05) (Table S5) than
that of DTTDWT, whereas for glabridin, only the DTTDfaa1D was significantly smaller (P ,

0.05) (Table S5) than that of DTTDWT (Fig. 5B and C). Hence the faa1D strain was resist-
ant to both prenylated isoflavonoids and especially to wighteone (Fig. 5B; Fig. S3A
compared to B), whereas the faa4D strain was resistant only to wighteone under this
assay condition. In the earlier screen, the elo2D deletant gave the strongest pheno-
types among deletants lacking a gene involved in FA elongation. This deletant was
confirmed to be significantly hypersensitive (P , 0.05) (Table S5) to both prenylated
isoflavonoids in the dedicated growth assays (Fig. 5D).

To corroborate that sphingolipid and ergosterol biosynthesis may affect the toxicity
of glabridin and wighteone against Z. parabailii cells, cells were grown in the presence of
subinhibitory concentrations of biosynthetic inhibitors (which did not affect the normal
growth of the cells) (Fig. S1C and D) and prenylated isoflavonoids. We used the sphingo-
lipid biosynthesis inhibitor myriocin, which inhibits the serine C-palmitoyltransferase
(Spt1), the first enzyme in sphingolipid biosynthesis (26) (Fig. 4), and the ergosterol bio-
synthesis inhibitor fluconazole, which inhibits the lanosterol C14-demethylase Erg11, lead-
ing to accumulation of methylated early intermediates (27). Myriocin-preadapted yeast cells
were more sensitive to the prenylated compounds than the control cells (Fig. 6A and B),
supporting a role of sphingolipids in resistance to the prenylated isoflavonoids. In contrast,
fluconazole-preadapted cells were more resistant to both compounds than the control cells
(Fig. 6C and D). This suggests that blocking ergosterol biosynthesis at an early stage limited
the toxicity of the prenylated isoflavonoids, contrasting with the sensitivity observed in dele-
tants defective for later ergosterol biosynthesis steps.

Overall, the results indicated that phospholipid biosynthesis predominantly influences

FIG 6 Effect of wighteone (W) and glabridin (G) on the growth of Z. parabailii (ATCC 60483) cells
preadapted to myriocin (A and B) and fluconazole (C and D). Different symbols indicate different prenylated
compound concentrations. The depicted curves are an example of the three biological replicates (data
points are the means 6 SD from technical duplicates). All biological replicates can be found in Fig. S4
and S5. Control cells and cells preadapted to myriocin or fluconazole without the addition of wighteone
or glabridin are shown in Fig. S1C and D, respectively.
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wighteone toxicity, whereas sphingolipid and ergosterol biosynthesis can influence the tox-
icity of both wighteone and glabridin.

Role of transmembrane transport proteins in response to prenylated isoflavo-
noids. From the chemogenomic data, intact biosynthesis of PM lipid components
appeared to be important for S. cerevisiae to resist toxicity of prenylated isoflavonoids,
corroborating the long-standing notion of PM activity of prenylated isoflavonoids (28–31).
As the yeast PM is a host environment for protein transport systems, we considered data for
deletants lacking PM transport systems such as the ATPase binding (ABC) transporters
typically involved in xenobiotic detoxification (upregulated in our transcriptomic analysis), as
reviewed by Paumi et al. (32). From the screen, all seven deletants of ABC plasma membrane
transporters were sensitive to wighteone (Table S6). In particular, the yor1D and pdr5D
strains yielded the most sensitive phenotypes in response to either one or both prenylated
isoflavonoids among the deletants of known ABC plasma membrane transporters (GRyor1D .
8.0 and P , 4E205 in response to both compounds and GRpdr5D 5 18.9 and P 5 2E205
only in response to glabridin).

The Yor1 and Pdr5 proteins are involved in xenobiotic detoxification but are also
known as floppases, which move phospholipids from the inner to the outer leaflet of
the PM (21). The action of floppases is balanced by the action of flippases, such as P4-
ATPases, the dimeric Lem3-Dn1f, or Lem3-Dn2f, which catalyze the inward movement
of phospholipids, from the outer to the inner leaflet of the PM. Dnf1 and Dnf2 have
redundant functions in yeast (33), and the phenotypes of their single deletants are typ-
ically phenocopied by the lem3D deletant (34, 35). In this study, the lem3D deletant
showed GRs of 11.4 (P 5 6E206) and 3.2 (P 5 3E204) in the chemogenomic screening
(Table S3), indicating a strong sensitization to wighteone and glabridin, respectively.

Figure 7 shows the growth phenotypes of ATPase transmembrane transporter
yor1D, pdr5D, and lem3D deletants. In these dedicated growth assays with continuous
shaking, the yor1D strain was found to be significantly (P , 0.05) (Table S5) resistant to
both compounds (Fig. 7A; corresponding full growth curves in Fig. S6A and B), whereas
the pdr5D strain did not yield strong phenotypes to either of the two prenylated isofla-
vonoids (Fig. 7B; Fig. S6C and D). This contrast with the screen results suggests condi-
tion dependency of these phenotypes (e.g., level of aeration). On the other hand, the
growth of the lem3D deletant was significantly (P , 0.05) (Table S5) sensitive to glabri-
din, although a sensitive trend was observed for wighteone (Fig. 7C; Fig. S6). Together
these results indicate that the ATPase transmembrane transporters Yor1, Pdr5, and
Lem3 can influence the resistance to the prenylated isoflavonoids (with the yor1D and
pdr5D phenotypes possibly being condition dependent).

The action of flippases/floppases and membrane asymmetry have an influence in

FIG 7 Phenotypes of ATPase transmembrane transporter yor1D, pdr53D, and lem3D deletion strains,
to wighteone (W) or glabridin (G). Treated S. cerevisiae yor1D (A) and pdr5D (B) strains were cultured
in the presence of 3.8 mg/mL wighteone or 7.5 mg/mL glabridin and the lem3D strain (C) in the
presence of 5.0 mg/mL wighteone or 10.0 mg/mL glabridin. Filled bars represent the WT strain, and
patterned bars represent the deletant strains. Values are the means 6 SD from three biological
replicates, each performed in triplicate. Asterisks denote significant differences (P , 0.05). For the full
growth curves, refer to Fig. S6.
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many biological functions. Previously, it was shown that Lem3 and Yor1 impact the
function of Tat2, the main PM transporter of tryptophan at tryptophan concentrations
normally found in YPD (yeast extract-peptone-dextrose) medium (36, 37). We therefore
tested the effect of tryptophan availability on the cell response to these compounds.
For this, we first employed a trp1D deletant with disrupted cellular tryptophan biosyn-
thesis and reliant on uptake of exogenous tryptophan. A sensitive trend for trp1D was
observed in response to glabridin (Fig. 8A [P 5 0.06]; Table S5; corresponding full growth
curves in Fig. S7A and B) suggesting a defective capacity to rely on exogenous tryptophan
(e.g., via Tat2 transport). We therefore used TAT2-overexpressing cells and/or tryptophan
supplementation to investigate whether these effects could be rescued in glabridin-treated
trp1D cells. Glabridin hypersensitivity in the trp1D deletant was partly rescued either by TAT2
overexpression or tryptophan (T) supplementation (Fig. 8B). No further rescue was observed
upon tryptophan supplementation when TAT2 was overexpressed (Fig. S7C). These data
support the hypothesis that glabridin impairs transmembrane tryptophan import.

Role of protein biosynthesis and localization in response to wighteone.
Overrepresented gene functions mediating sensitivity (i.e., deletants were resistant) to
wighteone were associated with cytoplasmic translation (i.e., protein biosynthesis) and
ribosomal biogenesis (Fig. 3B). Almost all genes associated with the cytoplasmic translation
GO term encoded ribosomal subunits (Table S7). This suggests that intact ribosomal func-
tion sensitizes the cells to wighteone. The GO enrichment analysis had also indicated ER to
be the dominant cellular component of gene annotations where deletion produced sensitivity
to wighteone (Table S8). More specifically, ER-related functions, such as the oligosaccharide-
lipid intermediate biosynthetic process and the protein N-linked glycosylation (both related to
mannoprotein biosynthesis), were overrepresented (Table S9).

Furthermore, from the 74 genes associated with cellular protein localization media-
ting resistance to wighteone (Fig. 3B), we could identify three clusters of highly sensi-
tive deletants (GR $ 7.5) with genes encoding (i) proteins involved in protein sorting
to various organelles, including Get1 and Get4, which function in the ER membrane
(38), (ii) vacuolar proteases necessary for degradation of aberrant proteins synthesized
in the ER (Pep4, Ape1), and (iii) alleviators of ER stress (Ire1) (relevant data summarized in
Table S10). The above information implies that ER stress, typically associated with aberrances
in protein synthesis or folding, may be a cellular response specifically to wighteone.

As an adaptive mechanism to ER stress, cells trigger the unfolded protein response
(UPR). The deletant of the most conserved UPR marker, the ER transmembrane protein
Ire1, scored highly sensitive to wighteone as described above (GR 5 7.8) (Table S10).
Furthermore, the deletants lacking genes encoding the vacuolar proteins Pep4 and
Vtc4, which work in concert at the vacuolar membrane to degrade newly synthesized
misfolded proteins coming from the ER (39–41), yielded some of the strongest wight-
eone hypersensitivity phenotypes in the screen data set (GRpep4D 5 22.0 and P 5

FIG 8 Sensitivity of trp1D cells to glabridin (G [7.5 mg/mL]), but not to wighteone (W [3.8 mg/mL]),
(A) and rescue by TAT2 overexpression or tryptophan (T) supplementation (B). Treated S. cerevisiae
WT, trp1D and trp1D9 (trp1D plus empty vector) strains were cultured in the presence of 1 mM
tryptophan and/or 7.5 mg/mL glabridin. The values shown are the means 6 SD from three biological
replicates, each performed in triplicate. For the full growth curves, refer to Fig. S7A and B.
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5E209 and GRvtc4D 5 48.0 and P 5 4E205) (Table S3). However, the deletant lacking
Hac1, encoding a transcription factor regulated by Ire1 that mediates the activation of
downstream UPR genes coding for chaperones, foldases, and lipid synthesis (42), did not
exhibit sensitivity in the wighteone screen (Table S3) and, in dedicated growth tests with
continuous shaking, proved significantly (P , 0.05) (Table S5) resistant specifically to
wighteone (Fig. S8A and Fig. S9A and B). Similar to hac1D cells, the deletant strain
for the cytoplasmic chaperone Hsp104, a disaggregase that rescues stress-damaged
proteins from an aggregated state (43), was also significantly (P , 0.05) (Table S5)
wighteone resistant (Fig. S8B and Fig. S9C and D).

Overall, deletants of several genes involved in yeast’s response to ER stress gave strong
phenotypes exclusively in response to wighteone, as discussed further below.

DISCUSSION

The prenylated isoflavonoids wighteone and glabridin have shown potent antifun-
gal activity against Z. parabailii (11). Here, we looked into the main cellular responses
and targets of these antifungal compounds in food spoilage yeasts to shed light into
their mechanism of action. From the transcriptomic analysis, we found that (xenobiotic)
transmembrane transport was the most affected biological process in cells responding to
the two prenylated isoflavonoids. Moreover, FA metabolism and lipid metabolism, together
with proteostasis (after short exposure) and DNA replication (after longer exposure to preny-
lated isoflavonoids), were also affected. Interestingly, the apoptosis-related genes MAC1 and
NUC1, triggered by glabridin in the study by Moazeni et al. (16), were not deemed important
in response to either of the two prenylated isoflavonoids in this study. The chemogenomic
analysis showed that specific PM components such as sphingolipids and ergosterol and PM
transporters influence the toxicity of both prenylated isoflavonoids. Interestingly, apparent
impairment of tryptophan transmembrane transport was associated with glabridin’s toxicity
(possibly due to a greater relative interaction of glabridin with the sphingolipid/ergosterol
microdomains), whereas phospholipids and ER-related functions were found particularly to
influence wighteone’s toxicity. Figure 9 illustrates a summary of the most dominant and/or
distinguishing cellular effects in food spoilage yeast, found in this study, in response to pre-
nylated isoflavonoids.

Membrane lipids influence the toxicity of prenylated isoflavonoids to food spoilage
yeast cells. The yeast PM is composed of 70% phospholipids and equal amounts of sphin-
golipids and sterols (44). Prenylated isoflavonoids are known for their PM-disrupting

FIG 9 Overview of the most dominant and/or distinguishing cellular processes in food spoilage yeasts
along with main associated genes that were either differentially expressed (transcriptomics) or whose
deletion resulted in altered phenotype (chemogenomics) in the presence of prenylated isoflavonoids
wighteone (highlighted in orange) and glabridin (highlighted in green). PM, plasma membrane; ERM,
endoplasmic reticulum membrane.
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properties in various microbial species (for examples, see references 11, 13, 28, and 45).
We recently visualized the disruption of Z. parabailli’s PM by glabridin and wighteone,
using transmission electron microscopy (TEM) (11). In the present study, Z. parabailii cells
showed downregulation of processes such as FA b-oxidation (in response to glabridin and
wighteone), as well as unsaturated fatty acid (UFA) biosynthesis and glycerol metabolism
(only in response to wighteone), possibly related to (limited) biosynthesis of glycerophos-
pholipids (Fig. 2). Furthermore, deletants of phospholipid biosynthesis in S. cerevisiae
showed altered phenotypes (resistance and sensitivity), mainly in response to wighteone
(Fig. 4). Altogether, the results suggest that both molecules disrupt the organization of
PM phospholipids in yeasts, as they do in other microbial species, and that the distinct
effects observed in wighteone-treated cells (i.e., ER-related effects) in this study may be
related to an additional cellular target.

The chemogenomic data from S. cerevisiae together with independent assays car-
ried out with Z. parabailii provided indications of roles of sphingolipids and ergosterol
in the activity of the two prenylated isoflavonoids. The sensitivity to both compounds
in elo2D S. cerevisiae cells (Fig. 5D), which accumulate reduced amounts of very-long-
chain fatty acids (VLCFAs [C20 to C26]), main constituents of sphingolipids, suggests that
sphingolipids limit the antimicrobial effects of prenylated isoflavonoids. The increased
sensitivity of myriocin-preadapted Z. parabailii cells when treated with prenylated iso-
flavonoids (Fig. 6A and B) supports this finding. Toulmay et al. previously reported that
C26 acyl chains help increase acyl chain packing density to prevent permeability by
small molecules (46).

From the resistance phenotype of the ipt1D deletant (similarly observed for known
membrane-disrupting agents) (47–49) and the hypersensitive ydc1D phenotype, both
lacking enzymes of downstream sphingolipid biosynthesis, it seems that (the size and
charge of) sphingolipids influenced the toxicity of prenylated isoflavonoids. More spe-
cifically, having the larger and more charged M(IP)2C (as in the ydc1D deletant) makes
yeast cells more sensitive to the compounds than having more of the MIPC (as in the
resistant ipt1D strain). The presence of M(IP)2C contributes to a looser packing of the
hydrophobic membrane core, which may result in a more fluid membrane environ-
ment (50). From the above findings, it is suggested that the type of acyl chains
(VLCFAs), together with the size and charge of the sphingolipid headgroup [M(IP)2C],
modulates the resistance of yeast cells to prenylated isoflavonoids.

Apart from phospholipids and sphingolipids, ergosterol evidently limits the toxicity
of prenylated isoflavonoids compared to its ergosterol intermediates, as evidenced by
the sensitive deletants lacking downstream genes of ergosterol biosynthesis (Fig. 4).
This is in line with hypersensitive ergD phenotypes observed with several small drugs
(51–54). Nonetheless, due to the phenotype discrepancy between the ergD and the flu-
conazole-preadapted cells, further investigation is needed to elucidate relative actions
of early versus late blocking of ergosterol biosynthesis.

Sphingolipids and ergosterol form highly ordered, tightly packed microdomains in
PM in yeasts, acting as diffusion barriers (55–57), from which phospholipids are
excluded (50, 58–62). The effects observed in strains with defective sphingolipid and
ergosterol biosynthesis could due be either to altered transmembrane entry of preny-
lated isoflavonoids or disruption of membrane protein function necessary for the cell’s
survival.

Transmembrane (ATPase) phospholipid and tryptophan transporters influence
the toxicity of prenylated isoflavonoids. Besides PM lipids, PM transmembrane trans-
porters were implicated in cellular responses to prenylated isoflavonoids. In particular,
transmembrane ATPase transporters Yor1 and the protein homologous to S. cerevisiae
Pdr5, involved in xenobiotic detoxification and proper phospholipid distribution across
the PM (21, 63), were strongly upregulated by the two compounds (Fig. 2). Furthermore,
the yor1D and pdr5D deletants, together with lem3D deletants lacking complementary
function, yielded the most-sensitive phenotypes (see Table S6 in the supplemental mate-
rial). Our dedicated growth tests (Fig. 7) highlighted that Yor1 and the Lem3-dependent
flippase influence the toxicity of the two prenylated isoflavonoids. Khakhina et al. (63)
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detected similar phenotypes (i.e., pdr5D yor1 resistance and lem3D sensitivity, as observed
here) in response to the peptide aureobasidin A (AbA), an inhibitor of sphingolipid biosyn-
thesis in the cytosol. It was proposed that the interaction of the floppases Yor1 and Pdr5
with the Lem3-dependent flippases alters the export of AbA (63) by regulating the func-
tion of an unknown PM AbA exporter. Based on the above data, it seems that PM flop-
pases and flippases could play an important role in the toxicity of prenylated isoflavonoids
either directly, by restoring the PM asymmetry possibly compromised by the compounds,
or indirectly, by controlling PM protein function.

Furthermore, glabridin, but not wighteone, impaired tryptophan homeostasis, pos-
sibly through perturbation of Tat2 action (as evidenced by rescuing the sensitive trp1D
strain through external tryptophan supplementation or TAT2 overexpression) (Fig. 8B),
which is in turn typically linked to membrane disruption (64–67). A recent integrative
analysis of the yeast phenome, which refers to the aggregation, harmonization, and
analysis of all published phenotypic screens of the S. cerevisiae knockout collection,
highlighted that tryptophan homeostasis is a key point of resistance for over 1,000
chemical compounds (68). Exposure to glabridin also produced a greater relative sensi-
tivity of the lem3D deletant than to wighteone (Fig. 7D; Fig. S6E and F). The Tat2 and
Lem3 proteins are known to be localized in the same ergosterol/sphingolipid microdo-
mains (64), suggesting that glabridin may interact more with these microdomains than
wighteone. Glabridin is characterized by higher hydrophobicity, a 4-ring structure, and
a more crooked backbone (absence of the C2-C3 unsaturated bond), than wighteone
(Fig. 1). These features may enable better pi stacking, van der Waals interactions, and
hydrogen bonding with ergosterol. These noncovalent interactions are also known to
govern ergosterol’s interactions with the ergosterol-binding antifungals polyenes (69).
This could result in specific disruption of the organization of the PM microenvironment
that hosts Tat2 and Lem3. It should, however, be noted that a detrimental effect of
glabridin on tryptophan import is unlikely to be a primary target of glabridin’s inhibi-
tory MoA, since wild-type cells can meet cellular tryptophan demand by endogenous
synthesis. These results would also imply that it is more likely the reduced diffusion
posed by sphingolipids and ergosterol composing these microdomains, rather than
the proper PM sorting of proteins in specific PM microdomains, that may limit the high
toxicity of prenylated isoflavonoids.

Wighteone may extend its primary action to the ER. In addition to PM lipid and
transporter proteins, prenylated isoflavonoids upregulated genes related to proteosta-
sis (Fig. 2). For wighteone specifically, deletants of functions associated with protein
biosynthesis and alleviation of ER stress contributed to resistance and sensitivity to
wighteone, respectively (Table S10), suggesting that wighteone may disturb protein
biosynthesis and exacerbate yeast susceptibility in the absence of relevant adaptive
responses.

Ire1 is an inositol-requiring enzyme, embedded in the ER membrane, which is acti-
vated by two forms of ER stress: (i) misfolded proteins through its canonical sensing
mechanism in the ER lumen (70) and (ii) defects in the ER membrane (ER lipid bilayer
stress). We found that ire1D cells, together with dgk1D and ice2D cells lacking crucial
factors for ER membrane biogenesis during ER stress, were highly sensitive (GR $ 7.5)
to wighteone. The ER membrane is expanded as an adaptive response to ER stress, and
this expansion is driven by phospholipid biosynthesis (71). In line with this, we
observed ino2D, ino4D, and opi3D deletants, lacking major regulators of phospholipid
biosynthesis (71–73), to be highly sensitive to wighteone (Fig. 4). Schuck et al. indicated that
lipid biosynthesis-driven ER membrane expansion occurs without a concomitant increase in
ER chaperone levels (like Hsp104) and is independent of Hac1, showing that ER expansion is
not always coupled to the UPR (71). Based on the phenotypes observed in our study with
hac1D and hsp104D (Fig. S8), we suggest that wighteone causes ER membrane stress, which
is sensed by Ire1, without involving the UPR.

Defects in the ER membrane are sensed directly by Ire1’s cytosolic or transmembrane
domain (70, 74, 75). Wiseman et al. (76) have shown through enzyme kinetic assays and
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cocrystallization studies that the nonprenylated flavonol quercetin potentiates the acti-
vation of Ire1 via a secondary binding site of its cytosolic domain. Wighteone shares
structural similarities with quercetin (e.g., 7- and 49- free hydroxyl groups and the pres-
ence of an unsaturated bond in C2-C3, as shown in Fig. 1), which may suggest similar
intermolecular interactions with this secondary, cytosolic binding site of Ire1. Nonetheless,
further investigation of wighteone’s potential binding to Ire1 is required.

Furthermore, in response to wighteone, we observed downregulation of glycerol ca-
tabolism and of FA desaturation (through downregulation of the ER-membrane bound,
Ole1: i.e., the only source of endogenous LCUFAs in S. cerevisiae) (Fig. 2). This suggests a
limited intracellular biosynthesis of glycerophospholipids in the ER in wighteone-treated
cells. In addition, Faa1 and Faa4, known to translocate extracellular LC(U)FAs [in the case
of blocked intracellular LC(U)FA biosynthesis], were found to underlie yeast’s sensitivity
to wighteone (Fig. 5B and C [deletants were resistant]). This LC(U)FA translocation has
been reported to occur through endocytosis (23). In line with this finding, we observed
in our previous study signs of endocytosis specifically in wighteone-treated Z. parabailii
cells (11). Upon translocation, activated LC(U)FAs are used either for lipid synthesis or for
energy production in the peroxisome (22). Based on the sensitivity specifically to wight-
eone of deletants for peroxisomal import and degradation of LCFA functions (Table S11),
it is inferred that normal peroxisomal function helps underpin the yeast’s resistance to
this compound and that import of activated LC(U)FAs is mainly intended for lipid biosyn-
thesis rather than for peroxisomal energy production.

In sum, the collective evidence suggests that wighteone may extend its action from
the PM to the ER membrane (the latter known to contain relatively high quantities of
LCUFA [22, 77–79]), causing ER membrane stress.

Conclusions. The prenylated isoflavonoids glabridin and wighteone are highly prom-
ising, novel, and natural antifungals. Yet, their distinct molecular properties together
with the fact that membrane permeabilization is not always associated with killing (4, 11,
12) imply that the MoA of these prenylated isoflavonoids is not solely based on their PM
activity, as has been traditionally believed. We employed transcriptomic sequencing,
together with chemogenomic screening, of spoilage yeasts to describe the cellular
responses and ultimately to better understand these agents’ modes of antifungal action.
Lipid biosynthesis was found to be important for their toxicities. Sphingolipids and er-
gosterol, in particular, appeared to play roles in the inhibitory effects. This study also
highlighted the importance of transmembrane ATPase transporters, including those
involved in PM asymmetry, in the toxicity of the two prenylated isoflavonoids. The two
compounds also showed some distinct effects. Collective evidence indicated that glabri-
din causes tryptophan starvation in deletants with disrupted tryptophan biosynthesis,
which could be rescued by exogenous addition of tryptophan or by overexpression of
the Tat2 transporter. Although genes involved in proteostasis, typically regulated in the
ER, were upregulated in response to both compounds, deletants related to ER mem-
brane stress responses showed sensitivity only to wighteone, suggesting the ER to be an
additional target for wighteone. This study exemplifies the use of genomic tools com-
bined with testing of arising hypotheses to shed new light on the antifungal action of
prenylated isoflavonoids. Several new and well-supported hypotheses are presented
here, providing clear directions for future research.

MATERIALS ANDMETHODS
Chemicals. Glabridin (97%) was purchased from Wako Pure Chemical Industries, Ltd. (Osaka, Japan),

and wighteone (96%) was purchased from Plantech UK (Reading, United Kingdom). Myriocin ($95%)
and fluconazole ($98%) were supplied by Sanbio B.V. (Uden, the Netherlands). Stock solutions of the
two prenylated isoflavonoids myriocin and fluconazole were prepared in dimethyl sulfoxide (DMSO)
(Duchefa Biochemie, Harleem, the Netherlands). Components for YPD (1% [wt/vol] yeast extract, 2%
bacto-peptone, 2% glucose) were purchased from Oxoid, Ltd. (Basingstoke, United Kingdom), unless
stated otherwise. Sodium chloride and isopropanol were supplied by Fisher Scientific (Loughborough,
United Kingdom). Sodium acetate, EDTA, glycerol, tryptophan, chloroform, Tri reagent, diethyl pyrocar-
bonate (DEPC), water, and glass beads (diameter of 425 to 600 mm) were supplied by Sigma-Aldrich
(Dorset, United Kingdom). HCl was purchased from Honeywell Fluka (United Kingdom) and SDS from
Melford Laboratories, Ltd. (Suffolk, United Kingdom).
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Transcriptomic response of Z. parabailii cells to wighteone and glabridin. Starter cultures of
Zygosaccharomyces parabailii ATCC 60483 (purchased from the American Type Culture Collection,
Wessel, Germany) were grown in triplicate from single colonies overnight and diluted to an optical den-
sity at 600 nm (OD600) of ;0.1 in 600 mL of YPD broth (pH adjusted to 4.0 using 5 M HCl). Cultures were
grown to the exponential phase (OD600 of ;2.0) at 30°C at 120 rpm and harvested by centrifugation
(1,500 � g, 5 min). Cells were resuspended in 60 mL of YPD broth (pH 4) and split between six 50-mL
tubes (six conditions per independent culture: one control and two with prenylated isoflavonoids, each
at two time points). Tubes were supplemented with glabridin or wighteone to final concentrations of 20
and 8mg/mL, respectively, having a mild effect on yeast survival after 120 min (.85% of survival accord-
ing to CFU counts compared to the control) or DMSO solvent alone as control. Tubes were incubated at
30°C at 120 rpm for 30 min and 2 h. Cultures were harvested by centrifugation (1500 � g, 5 min), and
RNA from half of the cells was extracted as explained below.

For RNA extraction, cells were resuspended in 500 mL of RNA extraction buffer (0.6 M sodium chlo-
ride, 0.2 M sodium acetate, 100 mM EDTA, 4% [wt/vol] SDS), together with glass beads (diameter of 425
to 600 mm). Samples were vortexed at maximum speed for 1 min. Liquid fractions were collected and
transferred to new tubes. One milliliter of Tri reagent was added to the samples. Samples were mixed by
inversion and incubated for 10 min at room temperature. Chloroform (200 mL) was added, and samples
were vortexed before being incubated for 3 min at room temperature. Samples were centrifuged at
16,000 � g for 10 min. The upper aqueous phase was transferred to new tubes, and an equal volume of
isopropanol was added. Samples were mixed by inversion and incubated for 20 min at 220°C. After cen-
trifugation at 16,000 � g for 10 min, pellets were washed with 70% ethanol. Once the ethanol was
entirely removed, the pellets were resuspended in 100 mL of DEPC-water. RNA was further cleaned up
using the NucleoSpin RNA kit (Macherey-Nagel). RNA concentrations were measured using the Qubit flu-
orometer and the Qubit RNA BR assay kit (Thermo Fisher Scientific; Q10211) and RNA integrity was
assessed using the Agilent TapeStation 4200 and the Agilent RNA ScreenTape assay kit (Agilent; 5067-
5576 and 5067-5577).

Indexed sequencing libraries containing the 39 ends of polyadenylated transcripts were prepared from
500 ng of total RNA using the QuantSeq 39 mRNA-Seq library prep kit FWD for Illumina (Lexogen; 5001-
5004) and the Lexogen i7 6-nt index set (Lexogen; 7001-7096). Libraries were quantified using the Qubit flu-
orometer and the Qubit double-stranded DNA (dsDNA) HS kit (Thermo Fisher Scientific; Q32854). Library
fragment-length distributions were analyzed using the Agilent TapeStation 4200 and the Agilent high-sensi-
tivity D1000 ScreenTape assay (Agilent; 5067-5584 and 5067-5585). Libraries were pooled in equimolar
amounts, and final library quantification was performed using the KAPA library quantification kit for
Illumina (Roche; KK4824). The library pool was sequenced on the Illumina NextSeq 500 on a NextSeq 500
high-output kit v2.5 75 cycle kit (Illumina; 20024906), to generate ;5 million 75-bp single-end reads per
sample. Raw reads were trimmed using Cutadapt v.3.0 using the following parameters: -m 35 -a
AGATCGGAAGAGCACACGTC –trim-n -a A{18} -a T{18} –nextseq-trim 5 10. Trimmed reads were aligned to
Z. parabailii ATCC 60483 (ASM198439v2) reference genome using Star v.2.7.6a with the following parame-
ters: –outFilterType BySJout –outFilterMultimapNmax 20 –alignSJoverhangMin 8 –alignSJDBoverhangMin 1
–outFilterMismatchNmax 999 –outFilterMismatchNoverLmax 0.6 –alignIntronMin 20 –alignIntronMax
1000000 –alignMatesGapMax 1000000 –outSAMattributes NH HI NM MD. Aligned reads were counted
using HTSeq v.0.12.4 using the following settings: -m intersection-nonempty -s yes -f bam -r pos. The
obtained gene counts were further analyzed using the standard analysis protocol with DESeq2 1.30.1.
Principal-component analysis (PCA) plots revealed a batch effect associated with one (R1) of the three bio-
logical replicate experiments used to produce RNA samples. To account for this, R1 was added to the
design formula (R11 condition).

Gene ontologies were obtained from quickGO (https://www.ebi.ac.uk/QuickGO/annotations). GO
analysis was performed using the aspect Biological Process. The “lfchSrink” function from DESeq2 with
type ashr was used to generate shrunken log2 fold change (FC). Genes were split into two groups based
on whether they were upregulated or downregulated, and enrichment analysis was performed per
group using R package topGO. The runTest function was applied with the weight01 algorithm and test
fisher. Genes of interest were determined based on shrunken log2 FC of .1 and a Benjamini-Hochberg
(BH) adjusted P value (Padj) of ,0.1. Gene scores were calculated as shown in equation 1:

score5 log2 FC�2log10ðPadjÞ (1)

The enrichment ratio of each GO category was calculated as the fraction of observed genes from
each GO category from all observed genes divided by the fraction of expected genes from each GO cate-
gory from the total genes in the genome. To reduce redundancy between enriched GO terms, the web
server REVIGO was used (80). The species was set to S. cerevisiae S288C (559292), and the threshold for
redundancy reduction was set at 0.7 (default). A default semantic similarity measure (SimRel) was used.
The choice of the representative terms was made based on the enrichment ratio.

Chemogenomics using an S. cerevisiae deletant library. The full set of homozygous deletion
strains was generated in the haploid Saccharomyces cerevisiae BY4741 background (MATa his3D1 leu2D0
met15D0 ura3D0), obtained from Euroscarf (Frankfurt, Germany). Strains were routinely stored at 280°C
in a 384-well format, in YPD medium supplemented with 15% (vol/vol) glycerol. For experimental pur-
poses, deletion strains were inoculated from the frozen stocks into YPD broth (pH 4.0) with a 384-pin
tool, and the resultant inoculated microplates (Greiner Bio-One, Stonehouse, United Kingdom) were
incubated at 30°C. After overnight incubation, cultures were inoculated again to fresh YPD broth at pH 4
(75 mL per well final volume), supplemented as specified with wighteone or glabridin from a stock
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solution in DMSO. Control incubations received the same DMSO addition as with the compounds (1%
final concentration). Growth readings (A600) were recorded after static incubation for 24 h at 30°C using a
BioTek Powerwave XS microplate spectrophotometer. Screens were performed with a moderately high
concentration of each compound so that both resistant and sensitive deletants could be discerned
(5 mg/mL glabridin and 2.25 mg/mL wighteone, showing ;47% and ;27% growth, respectively, versus
the control condition) and a low concentration for discerning hypersensitive deletants (2.5 mg/mL glab-
ridin and 1.125 mg/mL wighteone, showing no detectable growth inhibition). Each screen was done in
three biological replicates.

Growth ratios (GRs) for each strain were calculated by dividing normalized A600 readings obtained
under control conditions (minus wighteone or glabridin) by those for parallel compound-supplemented
incubations. First, the background A600 of the medium alone (0.126) was subtracted. Then, each value
was divided by a correction factor (A600 average of the plate holding that strain/A600 average of the entire
set of plates) to correct for any plate-to-plate variation. All values of ,0 were replaced by 0.001 to elimi-
nate 0 denominators. Growth ratios were not calculated for slow-growing strains (A600 of ,0.1 in
untreated plates after 24 h), as small A600 differences have a disproportionately large effect on their
growth ratios. The above procedures normalized the mean growth ratio for all strains to 1.0, with either
wighteone or glabridin, enabling discrimination of sensitive or resistant strains (i.e., those deviating from
the mean response) according to a GR of .2.0 or ,0.5, respectively. Note that under the 2.25-mg/mL
wighteone and 5-mg/mL glabridin conditions used, the mean growth effect (before normalization) of
wighteone was a GR of;3.7 and that of glabridin was a GR of;2.1.

As described above, the enrichment ratio of each GO category was calculated for the sensitive or re-
sistant gene sets, and the redundancy reduction between GO terms was performed.

Corroboration of deletant phenotypes in S. cerevisiae. Single colonies of the S. cerevisiae his6D
strain (used here as the appropriate wild type [WT] background) and of deletants of interest, all isogenic
with S. cerevisiae BY4743 (MATa/a his3D1/his3D1 leu2D0/leu2D0 LYS2/lys2D0 met15D0/MET15 ura3D0/
ura3D0), were used to inoculate YPD broth cultures (pH 4.0) in Erlenmeyer flasks and incubated overnight
at 30°C with orbital shaking at 120 rpm. Overnight cultures were diluted to an OD600 of 0.5 and cultured
for a further 4 h in fresh medium. These 4-h mid/late-exponential cultures were diluted to an OD600 of 0.2,
and 75-mL aliquots were transferred to 96-well microtiter plates (Greiner Bio-One, Stonehouse, United
Kingdom) that had already received aliquots of 75 mL medium containing the antimicrobial dissolved in
DMSO, such that 2% of the final 150-mL volume was DMSO, to give final antimicrobial concentrations as
specified in Results. Plates were incubated at 30°C with shaking in a BioTek Powerwave XS microplate
spectrophotometer, and the OD600 was recorded every 30 min. Growth assays of deletants were performed
in three biological replicates (each performed in three technical replicates). The significance of the pheno-
types was verified using two-tailed t tests where an equal variance was assumed (P, 0.05).

Evaluation of tryptophan auxotrophy and rescue using tryptophan supplementation and/or
TAT2 overexpression. Tryptophan auxotrophy was evaluated with the S. cerevisiae trp1D deletant using
the methodology described above.

Rescue of any phenotypes was done by external tryptophan supplementation and/or TAT2 overexpres-
sion. Tryptophan was supplemented at a final concentration of 1 mM and was added at the same time as
the antimicrobial (or DMSO alone as a control). Overexpression of the TAT2 gene was achieved by trans-
forming the background strain (BY4743) and the isogenic his6D and trp1D deletants with a pCM190 plas-
mid (empty vector) or pCM190 expressing the S. cerevisiae TAT2 open reading frame (ORF) under Tet con-
trol, as produced previously (81). The lithium acetate method was used for transformation (82).

Effect of lipid biosynthesis inhibitors on the toxicity of prenylated isoflavonoids against Z. par-
abailii. Z. parabailii cells were streaked from a 280°C glycerol stock onto YPD (Brunschwig Chemie B.V.,
Amsterdam, the Netherlands) agar (VWR International B.V., Amsterdam, the Netherlands) and incubated
for 48 h at 30°C. Stocks of lipid biosynthesis inhibitors myriocin (500mg/mL) and fluconazole (2.5 mg/mL) were
prepared in DMSO. Single colonies of Z. parabailii (ATCC 60483) were transferred to 10 mL YPD either nonsup-
plemented or supplemented with a final concentration of 0.2 mg/mL myriocin (83) (determined here as 1/5
MIC [Fig. S1A]) or 5mg/mL fluconazole (determined here as 1/5 MIC [Fig. S1B]) and incubated for 18 h at 30°C.
These overnight cultures were diluted either with nonsupplemented YPD or YPD supplemented with 1/5 MIC
myriocin or fluconazole. (The final inoculum concentration of the myriocin-treated or untreated cells was on
average 4.86 0.5 log10 CFU/mL, and that of fluconazole-treated or untreated cells was 4.56 0.1 log10 CFU/mL.)
Stock solutions of the two prenylated compounds were prepared in DMSO and subsequently diluted with YPD
(pH 4.0) that was either nonsupplemented or supplemented with the two lipid biosynthesis inhibitors. Equal
volumes (100 mL) of yeast cells and prenylated isoflavonoid solutions [final test concentrations of prenylated
(iso)flavonoids of 1.625 to 25 mg/mL, 1.0% [vol/vol] DMSO maximum concentration] were mixed into a 96-well
plate. The OD600 was measured every 10 min with an Infinite 200 Pro M nanoplate reader (Tecan Benelux, B.V.,
the Netherlands) for 48 h at 30°C with high shaking. Negative controls (YPD suspension of yeasts with 1%
DMSO) and blanks (compounds and YPD with and without lipid biosynthesis inhibitors) were used for optical
comparison and sterility control. The experiments were performed in three biological replicates (each performed
in technical duplicates).

Change in time to detection. To describe the growth curves, the parameter change in time to
detection (DTTD) was employed for each relevant strain, as shown in equation 2:

ΔTTDi 5TTDtreated 2TTDuntreated (2)

TTD is defined as the time taken for the OD to increase by 0.05 U from the start of the culture, i refers to
the particular strain tested, TTDtreated is the time to detection of the culture i in the presence of the
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antimicrobial, and TTDuntreated is the time to detection of the control culture i in the absence of the
antimicrobial.

Data availability. The complete RNA sequence data have been deposited in the ENA database
under accession no. PRJEB55803.

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, XLS file, 4.1 MB.
SUPPLEMENTAL FILE 2, XLS file, 4.1 MB.
SUPPLEMENTAL FILE 3, XLS file, 1.6 MB.
SUPPLEMENTAL FILE 4, XLSX file, 0.1 MB.
SUPPLEMENTAL FILE 5, XLSX file, 3.2 MB.
SUPPLEMENTAL FILE 6, XLS file, 0.2 MB.
SUPPLEMENTAL FILE 7, DOCX file, 14.1 MB.

REFERENCES
1. Mitscher LA, Rao GR, Khanna I, Veysoglu T, Drake S. 1983. Antimicrobial

agents from higher plants: prenylated flavonoids and other phenols
from Glycyrrhiza lepidota. Phytochemistry 22:573–576. https://doi.org/10.1016/
0031-9422(83)83049-0.

2. Fukai T, Marumo A, Kaitou K, Kanda T, Terada S, Nomura T. 2002. Antimicrobial
activity of licorice flavonoids against methicillin-resistant Staphylococcus aur-
eus. Fitoterapia 73:536–539. https://doi.org/10.1016/s0367-326x(02)00168-5.

3. Song M, Liu Y, Li T, Liu X, Hao Z, Ding S, Panichayupakaranant P, Zhu K, Shen
J. 2021. Plant natural flavonoids against multidrug resistant pathogens. Adv
Sci (Weinheim) 8:2100749. https://doi.org/10.1002/advs.202100749.

4. Araya-Cloutier C, Vincken J-P, van de Schans MGM, Hageman J, Schaftenaar
G, den Besten HMW, Gruppen H. 2018. QSAR-based molecular signatures of
prenylated (iso)flavonoids underlying antimicrobial potency against and
membrane-disruption in Gram positive and Gram negative bacteria. Sci Rep
8:9267. https://doi.org/10.1038/s41598-018-27545-4.

5. Ammar MI, Nenaah GE, Mohamed AHH. 2013. Antifungal activity of preny-
lated flavonoids isolated from Tephrosia apollinea L. against four phytopatho-
genic fungi. Crop Prot 49:21–25. https://doi.org/10.1016/j.cropro.2013.02.012.

6. Kim HJ, Suh H-J, Lee CH, Kim JH, Kang SC, Park S, Kim J-S. 2010. Antifungal ac-
tivity of glyceollins isolated from soybean elicited with Aspergillus sojae. J
Agric Food Chem 58:9483–9487. https://doi.org/10.1021/jf101694t.

7. Han Q-B, Qiao C-F, Song J-Z, Yang N-Y, Cao X-W, Peng Y, Yang D-J, Chen
S-L, Xu H-X. 2007. Cytotoxic prenylated phenolic compounds from the
twig bark of Garcinia xanthochymus. Chem Biodivers 4:940–946. https://
doi.org/10.1002/cbdv.200790083.

8. Lima NM, Cursino-Hron LM, Lima AM, Souza JV, de Oliveira AC, Marinho
JV, Nunez CV. 2018. Antifungal activity of extracts and phenolic com-
pounds from Deguelia duckeana. Rev Bras Farmacogn 28:697–702. https://doi
.org/10.1016/j.bjp.2018.08.004.

9. Liu W, Li LP, Zhang JD, Li Q, Shen H, Chen SM, He LJ, Yan L, Xu GT, An MM,
Jiang YY. 2014. Synergistic antifungal effect of glabridin and fluconazole.
PLoS One 9:e103442. https://doi.org/10.1371/journal.pone.0103442.

10. Messier C, Grenier D. 2011. Effect of licorice compounds licochalcone A, glabri-
din and glycyrrhizic acid on growth and virulence properties of Candida albi-
cans. Mycoses 54:e801–e806. https://doi.org/10.1111/j.1439-0507.2011.02028.x.

11. Kalli S, Araya-Cloutier C, Chapman J, Sanders J-W, Vincken J-P. 2022. Pre-
nylated (iso)flavonoids as antifungal agents against the food spoiler Zygo-
saccharomyces parabailii. Food Control 132:108434. https://doi.org/10.1016/j
.foodcont.2021.108434.

12. Kalli S, Araya-Cloutier C, Hageman J, Vincken J-P. 2021. Insights into themoxlec-
ular properties underlying antibacterial activity of prenylated (iso)flavonoids
against MRSA. Sci Rep 11:14180. https://doi.org/10.1038/s41598-021-92964-9.

13. Pang D, Liao S, Wang W, Mu L, Li E, Shen W, Liu F, Zou Y. 2019. Destruction
of the cell membrane and inhibition of cell phosphatidic acid biosynthesis in
Staphylococcus aureus: an explanation for the antibacterial mechanism of
morusin. Food Funct 10:6438–6446. https://doi.org/10.1039/c9fo01233h.

14. Limsuwan S, Moosigapong K, Jarukitsakul S, Joycharat N, Chusri S,
Jaisamut P, Voravuthikunchai SP. 2018. Lupinifolin from Albizia myrio-
phylla wood: a study on its antibacterial mechanisms against cariogenic
Streptococcus mutans. Arch Oral Biol 93:195–202. https://doi.org/10.1016/
j.archoralbio.2017.10.013.

15. das Chagas Almeida A, Azevedo Rodrigues L, dos Santos Paulino G, Pereira
Aguilar A, Andrade Almeida A, Olavo Ferreira S, Brandão GC, Viana Leite JP,

de Oliveira Barros Ribon A. 2019. Prenylated flavonoid-enriched fraction from
Maclura tinctoria shows biological activity against Staphylococcus aureus and
protects Galleria mellonella larvae from bacterial infection. BMC Complement
Altern Med 19:189. https://doi.org/10.1186/s12906-019-2600-y.

16. Moazeni M, Hedayati MT, Nabili M, Mousavi SJ, Abdollahi Gohar A,
Gholami S. 2017. Glabridin triggers over-expression of MCA1 and NUC1
genes in Candida glabrata: is it an apoptosis inducer? J Mycol Med 27:
369–375. https://doi.org/10.1016/j.mycmed.2017.05.002.

17. Yin H, Zhao Y, Zhang Y, Zhang H, Xu L, Zou Z, Yang W, Cheng J, Zhou Y.
2006. Genome-wide analysis of the expression profile of Saccharomyces
cerevisiae in response to treatment with the plant isoflavone, wighteone,
as a potential antifungal agent. Biotechnol Lett 28:99–105. https://doi
.org/10.1007/s10529-005-4954-0.

18. Ortiz-Merino RA, Kuanyshev N, Braun-Galleani S, Byrne KP, Porro D,
Branduardi P, Wolfe KH. 2017. Evolutionary restoration of fertility in an inter-
species hybrid yeast, by whole-genome duplication after a failed mating-type
switch. PLoS Biol 15:e2002128. https://doi.org/10.1371/journal.pbio.2002128.

19. Winzeler EA, Shoemaker DD, Astromoff A, Liang H, Anderson K, Andre B,
Bangham R, Benito R, Boeke JD, Bussey H, Chu AM, Connelly C, Davis K,
Dietrich F, Dow SW, El Bakkoury M, Foury F, Friend SH, Gentalen E, Giaever G,
Hegemann JH, Jones T, Laub M, Liao H, Liebundguth N, Lockhart DJ, Lucau-
Danila A, Lussier M, M'Rabet N, Menard P, Mittmann M, Pai C, Rebischung C,
Revuelta JL, Riles L, Roberts CJ, Ross-MacDonald P, Scherens B, Snyder M,
Sookhai-Mahadeo S, Storms RK, Véronneau S, Voet M, Volckaert G, Ward TR,
Wysocki R, Yen GS, Yu K, Zimmermann K, Philippsen P, et al. 1999. Functional
characterization of the S. cerevisiae genome by gene deletion and parallel
analysis. Science 285:901–906. https://doi.org/10.1126/science.285.5429.901.

20. Palma M, Münsterkötter M, Peça J, Güldener U, Sá-Correia I. 2017. Ge-
nome sequence of the highly weak-acid-tolerant Zygosaccharomyces bai-
lii IST302, amenable to genetic manipulations and physiological studies.
FEMS Yeast Res 17:fox025. https://doi.org/10.1093/femsyr/fox025.

21. Decottignies A, Grant AM, Nichols JW, de Wet H, McIntosh DB, Goffeau A.
1998. ATPase and multidrug transport activities of the overexpressed
yeast ABC protein Yor1p. J Biol Chem 273:12612–12622. https://doi.org/
10.1074/jbc.273.20.12612.

22. Klug L, Daum G. 2014. Yeast lipid metabolism at a glance. FEMS Yeast Res
14:369–388. https://doi.org/10.1111/1567-1364.12141.

23. Jacquier N, Schneiter R. 2010. Ypk1, the yeast orthologue of the human se-
rum-and glucocorticoid-induced kinase, is required for efficient uptake of
fatty acids. J Cell Sci 123:2218–2227. https://doi.org/10.1242/jcs.063073.

24. Erdbrügger P, Fröhlich F. 2020. The role of very long chain fatty acids in
yeast physiology and human diseases. Biol Chem 402:25–38. https://doi
.org/10.1515/hsz-2020-0234.

25. Toke DA, Martin CE. 1996. Isolation and characterization of a gene affect-
ing fatty acid elongation in Saccharomyces cerevisiae. J Biol Chem 271:
18413–18422. https://doi.org/10.1074/jbc.271.31.18413.

26. Miyake Y, Kozutsumi Y, Nakamura S, Fujita T, Kawasaki T. 1995. Serine pal-
mitoyltransferase is the primary target of a sphingosine-like immunosup-
pressant, ISP-1/myriocin. Biochem Biophys Res Commun 211:396–403. https://
doi.org/10.1006/bbrc.1995.1827.

27. Kalb VF, Woods CW, Turi TG, Dey CR, Sutter TR, Loper JC. 1987. Primary
structure of the P450 lanosterol demethylase gene from Saccharomyces
cerevisiae. DNA 6:529–537. https://doi.org/10.1089/dna.1987.6.529.

Antifungal Mode of Action of Prenylated Isoflavonoids Microbiology Spectrum

July/August 2023 Volume 11 Issue 4 10.1128/spectrum.01327-23 18

https://www.ebi.ac.uk/ena/browser/view/PRJEB55803
https://doi.org/10.1016/0031-9422(83)83049-0
https://doi.org/10.1016/0031-9422(83)83049-0
https://doi.org/10.1016/s0367-326x(02)00168-5
https://doi.org/10.1002/advs.202100749
https://doi.org/10.1038/s41598-018-27545-4
https://doi.org/10.1016/j.cropro.2013.02.012
https://doi.org/10.1021/jf101694t
https://doi.org/10.1002/cbdv.200790083
https://doi.org/10.1002/cbdv.200790083
https://doi.org/10.1016/j.bjp.2018.08.004
https://doi.org/10.1016/j.bjp.2018.08.004
https://doi.org/10.1371/journal.pone.0103442
https://doi.org/10.1111/j.1439-0507.2011.02028.x
https://doi.org/10.1016/j.foodcont.2021.108434
https://doi.org/10.1016/j.foodcont.2021.108434
https://doi.org/10.1038/s41598-021-92964-9
https://doi.org/10.1039/c9fo01233h
https://doi.org/10.1016/j.archoralbio.2017.10.013
https://doi.org/10.1016/j.archoralbio.2017.10.013
https://doi.org/10.1186/s12906-019-2600-y
https://doi.org/10.1016/j.mycmed.2017.05.002
https://doi.org/10.1007/s10529-005-4954-0
https://doi.org/10.1007/s10529-005-4954-0
https://doi.org/10.1371/journal.pbio.2002128
https://doi.org/10.1126/science.285.5429.901
https://doi.org/10.1093/femsyr/fox025
https://doi.org/10.1074/jbc.273.20.12612
https://doi.org/10.1074/jbc.273.20.12612
https://doi.org/10.1111/1567-1364.12141
https://doi.org/10.1242/jcs.063073
https://doi.org/10.1515/hsz-2020-0234
https://doi.org/10.1515/hsz-2020-0234
https://doi.org/10.1074/jbc.271.31.18413
https://doi.org/10.1006/bbrc.1995.1827
https://doi.org/10.1006/bbrc.1995.1827
https://doi.org/10.1089/dna.1987.6.529
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01327-23


28. Araya-Cloutier C, Vincken J-P, van Ederen R, den Besten H, Gruppen H.
2018. Rapid membrane permeabilization of Listeria monocytogenes and
Escherichia coli induced by antibacterial prenylated phenolic compounds
from legumes. Food Chem 240:147–155. https://doi.org/10.1016/j.foodchem
.2017.07.074.

29. Hendrich AB, Malon R, Pola A, Shirataki Y, Motohashi N, Michalak K. 2002.
Differential interaction of Sophora isoflavonoids with lipid bilayers. Eur J
Pharm Sci 16:201–208. https://doi.org/10.1016/s0928-0987(02)00106-9.

30. Tsuchiya H, Iinuma M. 2000. Reduction of membrane fluidity by antibac-
terial sophoraflavanone G isolated from Sophora exigua. Phytomedicine
7:161–165. https://doi.org/10.1016/S0944-7113(00)80089-6.

31. Wesołowska O, Gąsiorowska J, Petrus J, Czarnik-Matusewicz B, Michalak K.
2014. Interaction of prenylated chalcones and flavanones from common
hop with phosphatidylcholine model membranes. Biochim Biophys Acta
1838:173–184. https://doi.org/10.1016/j.bbamem.2013.09.009.

32. Paumi CM, Chuk M, Snider J, Stagljar I, Michaelis S. 2009. ABC transporters
in Saccharomyces cerevisiae and their interactors: new technology advan-
ces the biology of the ABCC (MRP) subfamily. Microbiol Mol Biol Rev 73:
577–593. https://doi.org/10.1128/MMBR.00020-09.

33. Bai L, You Q, Jain BK, Duan HD, Kovach A, Graham TR, Li H. 2020. Transport
mechanism of P4 ATPase phosphatidylcholine flippases. eLife 9:e62163. https://
doi.org/10.7554/eLife.62163.

34. Saito K, Fujimura-Kamada K, Furuta N, Kato U, Umeda M, Tanaka K. 2004.
Cdc50p, a protein required for polarized growth, associates with the Drs2p P-
type ATPase implicated in phospholipid translocation in Saccharomyces cerevi-
siae. Mol Biol Cell 15:3418–3432. https://doi.org/10.1091/mbc.e03-11-0829.

35. Furuta N, Fujimura-Kamada K, Saito K, Yamamoto T, Tanaka K. 2007.
Endocytic recycling in yeast is regulated by putative phospholipid trans-
locases and the Ypt31p/32p–Rcy1p pathway. Mol Biol Cell 18:295–312.
https://doi.org/10.1091/mbc.e06-05-0461.

36. Johnson SS, Hanson PK, Manoharlal R, Brice SE, Cowart LA, Moye-Rowley
WS. 2010. Regulation of yeast nutrient permease endocytosis by ATP-
binding cassette transporters and a seven-transmembrane protein, RSB1.
J Biol Chem 285:35792–35802. https://doi.org/10.1074/jbc.M110.162883.

37. Hachiro T, Yamamoto T, Nakano K, Tanaka K. 2013. Phospholipid flippases
Lem3p-Dnf1p and Lem3p-Dnf2p are involved in the sorting of the trypto-
phan permease Tat2p in yeast. J Biol Chem 288:3594–3608. https://doi
.org/10.1074/jbc.M112.416263.

38. Rabu C, Schmid V, Schwappach B, High S. 2009. Biogenesis of tail-anchored
proteins: the beginning for the end? J Cell Sci 122:3605–3612. https://doi.org/
10.1242/jcs.041210.

39. Hecht KA, O'Donnell AF, Brodsky JL. 2014. The proteolytic landscape of
the yeast vacuole. Cell Logist 4:e28023. https://doi.org/10.4161/cl.28023.

40. van den Hazel HB, Kielland-Brandt MC, Winther JR. 1996. Biosynthesis and
function of yeast vacuolar proteases. Yeast 12:1–16. https://doi.org/10
.1002/(SICI)1097-0061(199601)12:1%3C1::AID-YEA902%3E3.0.CO;2-N.

41. Lemus L. 2021. Post-ER degradation of misfolded GPI-anchored proteins
is linked with microautophagy. Curr Biol 31:4025–4037.e5. https://doi
.org/10.1016/j.cub.2021.06.078.

42. Zhang K, Kaufman RJ. 2004. Signaling the unfolded protein response
from the endoplasmic reticulum. J Biol Chem 279:25935–25938. https://
doi.org/10.1074/jbc.R400008200.

43. Jeng W, Lee S, Sung N, Lee J, Tsai FT. 2015. Molecular chaperones: guardi-
ans of the proteome in normal and disease states. F1000Research 4:
F1000 Faculty Rev-1448. https://doi.org/10.12688/f1000research.7214.1.

44. Klose C, Surma MA, Gerl MJ, Meyenhofer F, Shevchenko A, Simons K.
2012. Flexibility of a eukaryotic lipidome—insights from yeast lipidomics.
PLoS One 7:e35063. https://doi.org/10.1371/journal.pone.0035063.

45. Sohn H-Y, Kwon C-S, Son K-H. 2010. Fungicidal effect of prenylated flavo-
nol, papyriflavonol A, isolated from Broussonetia papyrifera (L.) vent.
against Candida albicans. J Microbiol Biotechnol 20:1397–1402. https://
doi.org/10.4014/jmb.1007.07026.

46. Toulmay A, Schneiter R. 2007. Lipid-dependent surface transport of the pro-
ton pumping ATPase: a model to study plasma membrane biogenesis in
yeast. Biochimie 89:249–254. https://doi.org/10.1016/j.biochi.2006.07.020.

47. Leber A, Fischer P, Schneiter R, Kohlwein SD, Daum G. 1997. The yeast mic2
mutant is defective in the formation of mannosyl-diinositolphosphorylcera-
mide. FEBS Lett 411:211–214. https://doi.org/10.1016/s0014-5793(97)00692-3.

48. Stock SD, Hama H, Radding JA, Young DA, Takemoto JY. 2000. Syringomy-
cin E inhibition of Saccharomyces cerevisiae: requirement for biosynthesis
of sphingolipids with very-long-chain fatty acids and mannose- and phos-
phoinositol-containing head groups. Antimicrob Agents Chemother 44:
1174–1180. https://doi.org/10.1128/AAC.44.5.1174-1180.2000.

49. Thevissen K, Cammue BP, Lemaire K, Winderickx J, Dickson RC, Lester RL,
Ferket KK, Van Even F, Parret AH, Broekaert WF. 2000. A gene encoding a
sphingolipid biosynthesis enzyme determines the sensitivity of Saccharo-
myces cerevisiae to an antifungal plant defensin from dahlia (Dahlia
merckii). Proc Natl Acad Sci U S A 97:9531–9536. https://doi.org/10.1073/
pnas.160077797.

50. Bento-Oliveira A, Santos FC, Marquês JT, Paulo PMR, Korte T, Herrmann A,
Marinho HS, de Almeida RFM. 2020. Yeast sphingolipid-enriched domains and
membrane compartments in the absence of mannosyldiinositolphosphoryl-
ceramide. Biomolecules 10:871. https://doi.org/10.3390/biom10060871.

51. Vogel JP, Lee J, Kirsch D, Rose M, Sztul E. 1993. Brefeldin A causes a defect
in secretion in Saccharomyces cerevisiae. J Biol Chem 268:3040–3043.
https://doi.org/10.1016/S0021-9258(18)53655-3.

52. Emter R, Heese-Peck A, Kralli A. 2002. ERG6 and PDR5 regulate small lipo-
philic drug accumulation in yeast cells via distinct mechanisms. FEBS Lett
521:57–61. https://doi.org/10.1016/s0014-5793(02)02818-1.

53. Novotny C, Flieger M, Panos J, Karst F. 1992. Effect of 5, 7-unsaturated
sterols on ethanol tolerance in Saccharomyces cerevisiae. Biotechnol Appl
Biochem 15:314–320.

54. Johnston EJ, Moses T, Rosser SJ. 2020. The wide-ranging phenotypes of
ergosterol biosynthesis mutants, and implications for microbial cell facto-
ries. Yeast 37:27–44. https://doi.org/10.1002/yea.3452.

55. Parks LW, Casey WM. 1995. Physiological implications of sterol biosynthesis in
yeast. Annu Rev Microbiol 49:95–116. https://doi.org/10.1146/annurev.mi.49
.100195.000523.

56. Clay L, Caudron F, Denoth-Lippuner A, Boettcher B, Buvelot Frei S, Snapp EL,
Barral Y. 2014. A sphingolipid-dependent diffusion barrier confines ER stress
to the yeast mother cell. eLife 3:e01883. https://doi.org/10.7554/eLife.01883.

57. Lindahl L, Genheden S, Eriksson LA, Olsson L, Bettiga M. 2016. Sphingoli-
pids contribute to acetic acid resistance in Zygosaccharomyces bailii. Bio-
technol Bioeng 113:744–753. https://doi.org/10.1002/bit.25845.

58. BagnatM, Keränen S, Shevchenko A, Shevchenko A, Simons K. 2000. Lipid rafts
function in biosynthetic delivery of proteins to the cell surface in yeast. Proc
Natl Acad Sci U S A 97:3254–3259. https://doi.org/10.1073/pnas.97.7.3254.

59. Alvarez FJ, Douglas LM, Konopka JB. 2007. Sterol-rich plasma membrane
domains in fungi. Eukaryot Cell 6:755–763. https://doi.org/10.1128/EC.00008-07.

60. Simons K, Sampaio JL. 2011. Membrane organization and lipid rafts. Cold Spring
Harb Perspect Biol 3:a004697. https://doi.org/10.1101/cshperspect.a004697.

61. Klose C, Ejsing CS, García-Sáez AJ, Kaiser H-J, Sampaio JL, Surma MA,
Shevchenko A, Schwille P, Simons K. 2010. Yeast lipids can phase-sepa-
rate into micrometer-scale membrane domains. J Biol Chem 285:
30224–30232. https://doi.org/10.1074/jbc.M110.123554.

62. Mollinedo F. 2012. Lipid raft involvement in yeast cell growth and death.
Front Oncol 2:140. https://doi.org/10.3389/fonc.2012.00140.

63. Khakhina S, Johnson SS, Manoharlal R, Russo SB, Blugeon C, Lemoine S,
Sunshine AB, Dunham MJ, Cowart LA, Devaux F, Moye-Rowley WS. 2015.
Control of plasma membrane permeability by ABC transporters. Eukaryot
Cell 14:442–453. https://doi.org/10.1128/EC.00021-15.

64. Umebayashi K, Nakano A. 2003. Ergosterol is required for targeting of
tryptophan permease to the yeast plasma membrane. J Cell Biol 161:
1117–1131. https://doi.org/10.1083/jcb.200303088.

65. Abe F, Iida H. 2003. Pressure-induced differential regulation of the two
tryptophan permeases Tat1 and Tat2 by ubiquitin ligase Rsp5 and its
binding proteins, Bul1 and Bul2. Mol Cell Biol 23:7566–7584. https://doi
.org/10.1128/MCB.23.21.7566-7584.2003.

66. Daicho K, Makino N, Hiraki T, Ueno M, Uritani M, Abe F, Ushimaru T. 2009.
Sorting defects of the tryptophan permease Tat2 in an erg2 yeast mutant.
FEMS Microbiol Lett 298:218–227. https://doi.org/10.1111/j.1574-6968
.2009.01722.x.

67. Daicho K, Koike N, Ott RG, Daum G, Ushimaru T. 2020. TORC1 ensures
membrane trafficking of Tat2 tryptophan permease via a novel transcrip-
tional activator Vhr2 in budding yeast. Cell Signal 68:109542. https://doi
.org/10.1016/j.cellsig.2020.109542.

68. Turco G, Chang C, Wang RY, Kim G, Stoops E, Richardson B, Sochat V, Rust
J, Oughtred R, Thayer N, Kang F, Livstone MS, Heinicke S, Schroeder M,
Dolinski KJ, Botstein D, Baryshnikova A. 2022. Global analysis of the yeast
knock-out phenome. bioRxiv https://www.biorxiv.org/content/10.1101/
2022.12.22.521593v1.

69. Carolus H, Pierson S, Lagrou K, Van Dijck P. 2020. Amphotericin B and
other polyenes—discovery, clinical use, mode of action and drug resist-
ance. J Fungi 6:321. https://doi.org/10.3390/jof6040321.

70. Promlek T, Ishiwata-Kimata Y, Shido M, Sakuramoto M, Kohno K, Kimata Y.
2011. Membrane aberrancy and unfolded proteins activate the endoplasmic

Antifungal Mode of Action of Prenylated Isoflavonoids Microbiology Spectrum

July/August 2023 Volume 11 Issue 4 10.1128/spectrum.01327-23 19

https://doi.org/10.1016/j.foodchem.2017.07.074
https://doi.org/10.1016/j.foodchem.2017.07.074
https://doi.org/10.1016/s0928-0987(02)00106-9
https://doi.org/10.1016/S0944-7113(00)80089-6
https://doi.org/10.1016/j.bbamem.2013.09.009
https://doi.org/10.1128/MMBR.00020-09
https://doi.org/10.7554/eLife.62163
https://doi.org/10.7554/eLife.62163
https://doi.org/10.1091/mbc.e03-11-0829
https://doi.org/10.1091/mbc.e06-05-0461
https://doi.org/10.1074/jbc.M110.162883
https://doi.org/10.1074/jbc.M112.416263
https://doi.org/10.1074/jbc.M112.416263
https://doi.org/10.1242/jcs.041210
https://doi.org/10.1242/jcs.041210
https://doi.org/10.4161/cl.28023
https://doi.org/10.1002/(SICI)1097-0061(199601)12:1%3C1::AID-YEA902%3E3.0.CO;2-N
https://doi.org/10.1002/(SICI)1097-0061(199601)12:1%3C1::AID-YEA902%3E3.0.CO;2-N
https://doi.org/10.1016/j.cub.2021.06.078
https://doi.org/10.1016/j.cub.2021.06.078
https://doi.org/10.1074/jbc.R400008200
https://doi.org/10.1074/jbc.R400008200
https://doi.org/10.12688/f1000research.7214.1
https://doi.org/10.1371/journal.pone.0035063
https://doi.org/10.4014/jmb.1007.07026
https://doi.org/10.4014/jmb.1007.07026
https://doi.org/10.1016/j.biochi.2006.07.020
https://doi.org/10.1016/s0014-5793(97)00692-3
https://doi.org/10.1128/AAC.44.5.1174-1180.2000
https://doi.org/10.1073/pnas.160077797
https://doi.org/10.1073/pnas.160077797
https://doi.org/10.3390/biom10060871
https://doi.org/10.1016/S0021-9258(18)53655-3
https://doi.org/10.1016/s0014-5793(02)02818-1
https://doi.org/10.1002/yea.3452
https://doi.org/10.1146/annurev.mi.49.100195.000523
https://doi.org/10.1146/annurev.mi.49.100195.000523
https://doi.org/10.7554/eLife.01883
https://doi.org/10.1002/bit.25845
https://doi.org/10.1073/pnas.97.7.3254
https://doi.org/10.1128/EC.00008-07
https://doi.org/10.1101/cshperspect.a004697
https://doi.org/10.1074/jbc.M110.123554
https://doi.org/10.3389/fonc.2012.00140
https://doi.org/10.1128/EC.00021-15
https://doi.org/10.1083/jcb.200303088
https://doi.org/10.1128/MCB.23.21.7566-7584.2003
https://doi.org/10.1128/MCB.23.21.7566-7584.2003
https://doi.org/10.1111/j.1574-6968.2009.01722.x
https://doi.org/10.1111/j.1574-6968.2009.01722.x
https://doi.org/10.1016/j.cellsig.2020.109542
https://doi.org/10.1016/j.cellsig.2020.109542
https://www.biorxiv.org/content/10.1101/2022.12.22.521593v1
https://www.biorxiv.org/content/10.1101/2022.12.22.521593v1
https://doi.org/10.3390/jof6040321
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01327-23


reticulum stress sensor Ire1 in different ways. Mol Biol Cell 22:3520–3532.
https://doi.org/10.1091/mbc.E11-04-0295.

71. Schuck S, Prinz WA, Thorn KS, Voss C, Walter P. 2009. Membrane expansion
alleviates endoplasmic reticulum stress independently of the unfolded protein
response. J Cell Biol 187:525–536. https://doi.org/10.1083/jcb.200907074.

72. Ambroziak J, Henry SA. 1994. INO2 and INO4 gene products, positive reg-
ulators of phospholipid biosynthesis in Saccharomyces cerevisiae, form a
complex that binds to the INO1 promoter. J Biol Chem 269:15344–15349.
https://doi.org/10.1016/S0021-9258(17)36612-7.

73. Schwank S, Ebbert R, Rautenstrauss K, Schweizer E, Schüller HJ. 1995.
Yeast transcriptional activator INO2 interacts as an Ino2p/Ino4p basic he-
lix-loop-helix heteromeric complex with the inositol/choline-responsive
element necessary for expression of phospholipid biosynthetic genes in
Saccharomyces cerevisiae. Nucleic Acids Res 23:230–237. https://doi.org/
10.1093/nar/23.2.230.

74. Volmer R, van der Ploeg K, Ron D. 2013. Membrane lipid saturation acti-
vates endoplasmic reticulum unfolded protein response transducers
through their transmembrane domains. Proc Natl Acad Sci U S A 110:
4628–4633. https://doi.org/10.1073/pnas.1217611110.

75. Halbleib K, Pesek K, Covino R, Hofbauer HF, Wunnicke D, Hänelt I,
Hummer G, Ernst R. 2017. Activation of the unfolded protein response by lipid
bilayer stress. Mol Cell 67:673–684.e8. https://doi.org/10.1016/j.molcel.2017
.06.012.

76. Wiseman RL, Zhang Y, Lee KPK, Harding HP, Haynes CM, Price J, Sicheri F,
Ron D. 2010. Flavonol activation defines an unanticipated ligand-binding
site in the kinase-RNase domain of IRE1. Mol Cell 38:291–304. https://doi
.org/10.1016/j.molcel.2010.04.001.

77. Micoogullari Y, Basu SS, Ang J, Weisshaar N, Schmitt ND, Abdelmoula
WM, Lopez B, Agar JN, Agar N, Hanna J. 2020. Dysregulation of very-long-
chain fatty acid metabolism causes membrane saturation and induction
of the unfolded protein response. Mol Biol Cell 31:7–17. https://doi.org/
10.1091/mbc.E19-07-0392.

78. Zinser E, Sperka-Gottlieb CD, Fasch EV, Kohlwein SD, Paltauf F, Daum G.
1991. Phospholipid synthesis and lipid composition of subcellular mem-
branes in the unicellular eukaryote Saccharomyces cerevisiae. J Bacteriol
173:2026–2034. https://doi.org/10.1128/jb.173.6.2026-2034.1991.

79. Schuberth C, Wedlich-Söldner R. 2015. Building a patchwork—the yeast
plasma membrane as model to study lateral domain formation. Biochim
Biophys Acta 1853:767–774. https://doi.org/10.1016/j.bbamcr.2014.12.019.

80. Supek F, Bošnjak M, Škunca N, Šmuc T. 2011. REVIGO summarizes and vis-
ualizes long lists of Gene Ontology terms. PLoS One 6:e21800. https://doi
.org/10.1371/journal.pone.0021800.

81. Khozoie C, Pleass RJ, Avery SV. 2009. The antimalarial drug quinine disrupts
Tat2p-mediated tryptophan transport and causes tryptophan starvation. J Biol
Chem 284:17968–17974. https://doi.org/10.1074/jbc.M109.005843.

82. Gietz RD, Woods RA. 2002. Transformation of yeast by lithium acetate/sin-
gle-stranded carrier DNA/polyethylene glycol method. Methods Enzymol
350:87–96. https://doi.org/10.1016/s0076-6879(02)50957-5.

83. Lucena R, Alcaide-Gavilán M, Schubert K, He M, Domnauer MG, Marquer
C, Klose C, Surma MA, Kellogg DR. 2018. Cell size and growth rate are modu-
lated by TORC2-dependent signals. Curr Biol 28:196–210.e194. https://doi.org/
10.1016/j.cub.2017.11.069.

84. Rego A, Costa M, Chaves SR, Matmati N, Pereira H, Sousa MJ, Moradas-Ferreira
P, Hannun YA, Costa V, Côrte-Real M. 2012. Modulation of mitochondrial outer
membrane permeabilization and apoptosis by ceramide metabolism. PLoS
One 7:e48571. https://doi.org/10.1371/journal.pone.0048571.

85. Bhattacharya S, Esquivel BD, White TC. 2018. Overexpression or deletion
of ergosterol biosynthesis genes alters doubling time, response to stress
agents, and drug susceptibility in Saccharomyces cerevisiae. mBio 9:e01291-18.
https://doi.org/10.1128/mBio.01291-18.

86. Ploier B, Daum G, Petrovi�c U. 2014. Molecular mechanisms in yeast carbon
metabolism: lipidmetabolism and lipidomics, p 169–215. In Piškur J, Compagno
C (ed.), Molecular mechanisms in yeast carbonmetabolism. Springer, Berlin,
Germany.

Antifungal Mode of Action of Prenylated Isoflavonoids Microbiology Spectrum

July/August 2023 Volume 11 Issue 4 10.1128/spectrum.01327-23 20

https://doi.org/10.1091/mbc.E11-04-0295
https://doi.org/10.1083/jcb.200907074
https://doi.org/10.1016/S0021-9258(17)36612-7
https://doi.org/10.1093/nar/23.2.230
https://doi.org/10.1093/nar/23.2.230
https://doi.org/10.1073/pnas.1217611110
https://doi.org/10.1016/j.molcel.2017.06.012
https://doi.org/10.1016/j.molcel.2017.06.012
https://doi.org/10.1016/j.molcel.2010.04.001
https://doi.org/10.1016/j.molcel.2010.04.001
https://doi.org/10.1091/mbc.E19-07-0392
https://doi.org/10.1091/mbc.E19-07-0392
https://doi.org/10.1128/jb.173.6.2026-2034.1991
https://doi.org/10.1016/j.bbamcr.2014.12.019
https://doi.org/10.1371/journal.pone.0021800
https://doi.org/10.1371/journal.pone.0021800
https://doi.org/10.1074/jbc.M109.005843
https://doi.org/10.1016/s0076-6879(02)50957-5
https://doi.org/10.1016/j.cub.2017.11.069
https://doi.org/10.1016/j.cub.2017.11.069
https://doi.org/10.1371/journal.pone.0048571
https://doi.org/10.1128/mBio.01291-18
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.01327-23

	RESULTS
	Transcriptomic profiling of Z. parabailii cells treated with prenylated isoflavonoids.
	Yeast deletion strains sensitive and resistant to the prenylated isoflavonoids.
	Roles of fatty acid import and lipid biosynthesis functions in responses to prenylated isoflavonoids.
	Role of transmembrane transport proteins in response to prenylated isoflavonoids.
	Role of protein biosynthesis and localization in response to wighteone.

	DISCUSSION
	Membrane lipids influence the toxicity of prenylated isoflavonoids to food spoilage yeast cells.
	Transmembrane (ATPase) phospholipid and tryptophan transporters influence the toxicity of prenylated isoflavonoids.
	Wighteone may extend its primary action to the ER.
	Conclusions.

	MATERIALS AND METHODS
	Chemicals.
	Transcriptomic response of Z. parabailii cells to wighteone and glabridin.
	Chemogenomics using an S. cerevisiae deletant library.
	Corroboration of deletant phenotypes in S. cerevisiae.
	Evaluation of tryptophan auxotrophy and rescue using tryptophan supplementation and/or TAT2 overexpression.
	Effect of lipid biosynthesis inhibitors on the toxicity of prenylated isoflavonoids against Z. parabailii.
	Change in time to detection.
	Data availability.

	SUPPLEMENTAL MATERIAL
	REFERENCES

