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Structural and functional analysis of EntV
reveals a 12 amino acid fragment protective
against fungal infections

Melissa R. Cruz 1,10, Shane Cristy1,10, Shantanu Guha1,10,
Giuseppe Buda De Cesare 1,10, Elena Evdokimova2, Hiram Sanchez 3,4,
Dominika Borek5,6, Pedro Miramón1, Junko Yano7, Paul L. Fidel Jr7,
Alexei Savchenko 2,8,9, David R. Andes 3,4, Peter J. Stogios 2,
Michael C. Lorenz 1 & Danielle A. Garsin 1

Fungal pathogens are a continuing challenge due to few effective antifungals
and a rise in resistance. In previous work, we described the inhibition of
Candida albicans virulence following exposure to the 68 amino acid bacter-
iocin, EntV, secreted by Enterococcus faecalis. Here, to optimize EntV as a
potential therapeutic and better understand its antifungal features, an X-ray
structure is obtained. The structure consists of six alpha helices enclosing a
seventh 16 amino acid helix (α7). The individual helices are tested for anti-
fungal activity using in vitro and nematode infection assays. Interestingly,
α7 retains antifungal, but not antibacterial activity and is also effective against
Candida auris and Cryptococcus neoformans. Further reduction of α7 to 12
amino acids retains full antifungal activity, and excellent efficacy is observed in
rodent models of C. albicans oropharyngeal, systemic, and venous catheter
infections. Together, these results showcase EntV-derived peptides as pro-
mising candidates for antifungal therapeutic development.

Management of disseminated fungal infections continues to be a
major clinical problem. The limited spectrum of available antifungal
agents contributes to both the development of acquired resistance
and the rise in incidence of previously rare but intrinsically resistant
pathogens1,2. Consequently, there is an unacceptably high mortality
rate in patients with fungal infections3. Antifungal discovery is com-
plicated by the similar cell biology of fungi and mammals; as a result,
there areonly three classes of drugs for systemic infections, the newest
of which was discovered nearly 40 years ago and approved for clinical

use in 20014. This illustrates the challenges of developing new anti-
fungals, despite the dire need for them.

Life-threatening fungal infections are seen nearly exclusively in
immunodeficient patients, with healthy individuals routinely exposed
to these pathogens5–7. Candida albicans is archetypal: it is a ubiquitous
mammalian commensal of the gastrointestinal and urogenital tracts as
well as the skin and is rarely isolated from environmental sources8. The
normally benign association of most C. albicans with the human host
raises the prospect that successful antifungal therapy need not involve
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eradication, but rather a restoration of microbial balance, so as to
confine it to a non-pathogenic association. Consequently, significant
effort has been expended to understand the normal and pathological
interactions of C. albicanswith the host9. Less attention has been paid
to how these interactions may be impacted by other components of
the microbiome, but C. albicans has been observed to have both
synergistic and antagonistic relationships with various bacterial spe-
cies, including human pathogens such as Staphylococcus aureus,
Pseudomonas aeruginosa, Streptococcus mutans and Enterococcus
faecalis10–12. It stands to reason that C. albicans, often considered to be
an obligate mammalian commensal, would have evolved specific
responses to its bacterial neighbors in the microbiome and is thus a
platform for uncovering molecular signals that may have therapeutic
potential.

We previously reported that the Gram-positive bacterium E. fae-
calis antagonizes the virulence of C. albicans13,14. These two opportu-
nistic species share common host niches and are perhaps the most
common bacterial–fungal pairing in polymicrobial infections, sug-
gesting that they may cooperate to promote either commensal or
pathogenic behaviors10,15. The effect on C. albicans is in part mediated
byEntV, a bacteriocinproducedby E. faecalis as apre-pro-peptide14,16,17.
Processing includes removal of a signal peptide, formation of a dis-
ulfide bond, and cleavage by an extracellular protease17,18. The pro-
cessed, active formof EntV is 68 amino acids and is both necessary and
sufficient to inhibit C. albicans biofilm formation in vitro and patho-
genesis in both a nematode (Caenorhabditis elegans) infection model
and a mouse model of oropharyngeal candidiasis (OPC)14. Notably,
EntV appears to have no fungicidal or fungistatic action, but works to
inhibit adhesion and hyphal morphogenesis, both of which are
required for virulence in this species14. EntV is thus a candidate anti-
virulence agent.

There are several significant obstacles to further development of
EntV as an antifungal agent in its native form. Chemical synthesis of a
68 amino acid protein that contains a required disulfide bond is non-
trivial and attempts to produce this recombinantly in bacteria have not
been successful due to toxicity14. This is likely due to its bacteriocin
activity, which poses the potential for off-target effects on the bacterial
microbiome16,17. Thus, we sought to further investigate the structural
determinants of the antifungal activity of EntV and whether we could
reduce the size and complexity of the active moiety and separate the
bacteriocin and antifungal functions.

Here, the three-dimensional structure of the secreted form of
EntV prior to extracellular cleavage is reported. By functional analysis
one alpha helix with significant antifungal but no bacteriocin activity is
identified. Moreover, shorter fragments of the helix, down to 12 amino
acids, exhibited full antifungal activity at nanomolar concentrations in
in vitro assays and animal models of candidiasis, with a 10mer variant
retaining some function. These peptides have promise as broad-
spectrum antifungal agents as we showed they are active against at
least some strains of Cryptococcus neoformans and the multi-drug
resistantCandidaauris. Thus, EntV-derivedpeptides are candidates for
development of anti-virulence agents for the treatment or prevention
of fungal infections.

Results
“Clasping palms” structure of EntV
EntV was previously characterized as a secreted protein that under-
goes multiple processing events. The 170 amino acid translated pro-
tein is directed to the secretion system by a signal sequence at its
N-terminus. The signal peptide is cleaved during secretion releasing a
136 amino acid protein (Fig. 1a)16–18. The protein is further cleaved in
half by the extracellular protease GelE, generating the active form of
EntV which comprises the 68 amino acid C-terminus14,17,18. A disulfide
bond formed between two cysteines in the C-terminus (C106 and C167
in Fig. 1a) was also shown to be necessary for activity18.

To better understand the basis for the antimicrobial properties
of EntV, we sought to visualize its structure by X-ray crystal-
lography. Unprocessed EntV136 was recombinantly purified from an
E. coli strain as a selenomethionine-derivatized protein and crys-
tallized. The structure was determined using single anomalous
dispersion (SAD) phasing to 1.8 Å resolution, allowing for high
resolution analysis of the structure. All residues were visible in the
electron density except for the first two amino acids19,20, the last
two (169–170) and an internal region corresponding to residues
90–104; this latter region notably corresponds to the GelE cleavage
site, and we postulate that there is natural flexibility in this region.
The predicted disulfide bond between C106 and C167 was not
observed in the structure due to the necessity of producing the
protein under reducing conditions in the E. coli cytosol. However,
the two cysteine residues are co-localized within 3.4 Å, consistent
with the ability to form an intramolecular disulfide bond. Inter-
estingly, the structure resembled two “clasping palms” comprised
of three α-helices each (Fig. 1b). The first three helices are in the
N-terminus of EntV whereas the second three are part of the
C-terminus. The two palms enclose a final C-terminal helix, α7
(Fig. 1a, b). We noticed a strong charge asymmetry between the
external faces of the two palms (Supplementary Fig. 1a). The NTD
(N-terminal domain) external face is negatively charged, while the
CTD (C-terminal domain) external face is positively charged. The
positive charge of the external face of the CTD is due to the pre-
sence of many lysine and arginine residues, while in contrast, the
interior face that interacts with α7 is hydrophobic/neutral (Sup-
plementary Fig. 1b). α7 itself is strongly hydrophobic, as 11 of its 16
residues are hydrophobic sidechains (Fig. 1c). These observations
are consistent with the sheltering of the hydrophobic α7 in the
interior of the EntV136 structure.

The α7 helix is sufficient for antifungal activity
Based on the solved structure, we tested fragments of EntV for
structural moieties that retained antifungal activity. We generated
synthetic peptides of each of the four alpha helices (plus two
flanking amino acids) from the active C-terminus of EntV––α4, α5,
α6 and α7 (Fig. 1a) as well as an α4-α6 construct. The peptides were
tested for their ability to protect C. elegans against C. albicans
infection as established in previous work13,14. As shown in Fig. 2a, the
α7 fragment at a concentration of 1 nM protected C. elegans from C.
albicans infection as well or better than full-length, active EntV68

(Fig. 2a and Supplementary Data 1). The other peptide fragments
also showed modest protection.

EntV was originally characterized for its antibacterial activity
against some Gram-positive species16,17. Therefore, the peptides were
additionally tested for their ability to inhibit the growth of Lactoba-
cillus sakei in liquid culture. As shown in Supplementary Fig. 2, EntV
abrogated the growth of L. sakei at concentrations as low as 10 nM.
However, none of the EntV fragments had any activity in this assay at
any of the concentrations tested. These data suggest that the anti-
bacterial and antifungal effects of EntV have differentmechanisms and
may be separable.

We previously demonstrated that the full-length EntV reduces
fungal burden and invasion in a mouse model of oropharyngeal can-
didiasis (OPC)14. This, like many manifestations of Candida infections,
requires adhesion of the fungal cell to surfaces, both biotic and abiotic,
whereuponbiofilm structures are commonly formed.Weused amodel
in which binding to plastic surfaces is a measure of the initial stage of
biofilm differentiation. In this assay, cells are incubated in polystyrene
96 well plates with the peptides in PBS for one hour and then overlaid
with artificial saliva media for 90min before washing and quantitation
of adhesion using crystal violet. Full-length EntV significantly reduced
adhesion to polystyrene (Fig. 2b). The core 16aa α7 helix by itself had
further increased efficacy, with significant activity remaining at 1 nM
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(Fig. 2b). The magnitude of the reduction was equivalent that of the
negative control (‘neg’ in Fig. 2b), a well-characterized non-adherent
and non-hyphal mutant lacking the CPH1 and EFG1 transcriptional
regulators21.

We next designed variants of the α7 peptide to probe the ele-
ments that were required for activity. To test if the specific sequence
and/or the helical structure were important for enabling activity, we
randomized the sequence of α7 in two ways. First, using the peptide
folding prediction program PEP-FOLD 322–24, we generated peptides in
which the sequence was randomized in a manner predicted to either
retain or disrupt the helical structure. Neither peptide provided any
significant protection in the wormassay (Fig. 2c), suggesting sequence
specificity to the observed activity. Consistent with this, the scrambled
peptides also largely lost the ability to inhibit adhesion (Fig. 2d). Thus,
the antifungal activity results from the specific sequence and not a
generic helical motif.

We observed that while most of the residues that comprise the
16 amino acid core of α7 are hydrophobic, the three polar residues
(two glutamines and one cysteine) are on the same face of the helix
as shown in a helical wheel projection (Fig. 1c). This cysteine forms a
disulfide bond that is required for the activity of the 68 amino acid
peptide16,18. We speculated that the polar nature of the glutamines
might be important and synthesized peptides in which these were
both changed either to non-polar isoleucine or to charged glutamic
acid. Surprisingly, the isoleucine substitution had no effect on
activity in the worm or adhesion assays. In contrast, the glutamic
acid variant was notably less effective (Supplementary Fig. 3a, b).
Thus, the antifungal activity does not require the helix to be
amphipathic.

Shorter peptides retain activity
To further understand the features of α7 necessary for its activity, we
sought to identify the minimal length that still retained antifungal
properties.We iteratively generated peptides of decreasing length and
found that peptides down to 12 amino acids retained full activity in the
nematode and adhesion assays (Fig. 3a, b, Supplementary Data 1,
Supplementary Fig. 3). Two 14 amino acid peptides were tested, one of
which contained the cysteine residue (14aa-I; Fig. 3c) and one that did
not (14aa-II). Removing the cysteine greatly reduced protection in the
wormmodel. Additionally,mutating the cysteine to a serine in the 12aa
peptide abrogated activity (Supplementary Fig. 3c and Supplementary
Data 1). However, alkylating the cysteine had no effect, suggesting that
the reactivity of the cysteine sulfhydryl is not required. Further redu-
cing the peptide size to 11 or 10 amino acids attenuated activity
somewhat in both assays,while a 9-merpeptidewas inactive (Fig. 3b, d,
e, Supplementary Data 1, Supplementary Fig. 4). The tested peptides
are illustrated in Fig. 3f. These data suggest that a 12mer of theα7 helix,
retaining a full three turns of the α-helix and ending with cysteine-167,
is as effective in protecting against C. albicans infection in the worm
model and inhibiting surface adhesion as full-length EntV.

EntV peptides have activity against other fungal species and
strains
We previously reported that EntV68 inhibited biofilm formation of
other Candida species including C. tropicalis, C. parapsiolosis and C.
glabrata, suggesting its activity may not be limited to C. albicans14.
Based on these observations, whether EntV and derivative peptides
protected C. elegans from other fungal species and drug resistant
strains of C. albicanswas tested. Candida auris has been defined by the

Fig. 1 | The sequence and structure of EntV. a The sequence of full-length,
secreted EntV136. The second line is EntV68, the active formof the protein generated
following cleavage. The highlighted sequences and their colors correspond to the

alpha helices resolved in the X-ray structure shown in b. c The structure and
composition of the central α7 helix.
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CDC as an emerging pathogen of concern, causing infection in
immunocompromised patients that arehard to treat due to high-levels
of intrinsic drug-resistance25. As shown in Fig. 4a, treatment of a C.
auris strain with α7 protected animals from killing. The 12aa version of
the α7 fragment also protected C. neoformans infected worms from
killing (Fig. 4b), a pathogen that is a leading cause of death in HIV/AIDS
patients due to fungal meningitis26. C. neoformans is in the phylum
basidiomycota and is thus evolutionarily very distant from Candida
species (phylum ascomycota), suggesting that the unknown target of
EntV is widely conserved amongst fungi. We also tested paired clinical
isolates of C. albicans in which fluconazole-resistance had been gained
following in-patient evolution27. Animals infected with both the origi-
nal strain as well as the fluconazole-resistant descendent were pro-
tected by EntV (Fig. 4c). These results warrant future testing of many
more species and strains of fungal pathogens to understand the extent
of EntV efficacy.

The 12mer is protective in a mouse model of oropharyngeal
candidiasis (OPC)
The 12mer of the α7 helix was tested for efficacy in protecting against
C. albicans oral infection inmice, amodel inwhich EntVwaspreviously
shown to be effective14. Briefly, corticosteroid-suppressed mice were
orally inoculated with C. albicans and provided with water containing
vehicle (0.01% DMSO), EntV, or the 12mer peptide (100nM). After five
days, fungal burden was assessed in the tongue using qPCR and

epithelial invasion by histological examination. As shown in Fig. 5a,
treatment with EntV significantly reduced the fungal burden, as
observed in our previous study14, and treatment with the 12mer was
equally effective. We assessed epithelial invasion of the tongues via
histology anddetermined that the 12 amino acidpeptidewas at least as
effective as the full length EntV (Fig. 5b, c). In contrast, to the extensive
hyphal morphology and invasion in control animals, C. albicans is
found mostly in the yeast morphological state when associated with
tissue from the animals treated with EntV or the 12mer (Fig. 5c).
Overall, these data show that the 12mer is as effective as EntV68 in
abrogating an oropharyngeal infection of C. albicans.

We also tested the shorter peptides and, consistent with the C.
elegans and adhesion assays, the peptides of 11 and 10 amino acids
reduced fungal burden in the OPC model, but not to the same degree
as the 12mer. The 9mer exhibited no significant protection (Fig. 5d).
Hyphal invasion was also most reduced following treatment with the
12mer,with some reductionobserved in animals exposed to the 10mer
and 11mer. The 9mer hadno effect (Supplementary Fig. 5a). The results
support the conclusion that the 12mer is the optimal fragment length,
comparable to or better than EntV68 in all assays.

In these experiments, as well as in the previous study, ad libitum
treatment with EntV or its truncated variants commenced as soon as
the animals recovered from the oral inoculation with C. albicans by
adding peptide to drinking water. To determine if the 12mer has effi-
cacy as a treatment after the establishment of an infection, we

Fig. 2 | Theα7 helix of EntVhas antifungal activity. a, c showsurvival over timeof
C. elegans infected with C. albicans and exposed to 1 nM of the indicated fragments
of EntV based on the structure in Fig. 1a or versions of the α7 helix, respectively.
Random sequence = TNVGALWICGLAVIQAAQLS and disrupted sequence =
TNAAAAQQGGIICLLVVWLS. Statistical differences in survival were compared to
animals in the exposure condition on the left of each legend by Mantel–Cox log
rank analysis. An n of 60 animals was used and one representative trial is shown.
Exact p values from top to bottom: a <0.0001, 0.1900, 0.0361, 0.0583, 0.0059,
0.0019. c <0.0001, 0.1666, <0.0001, <0.0001. Median survival and p values of all
trials are shown in Supplementary Data 1. b, d show adhesion of C. albicans to

tissue-culture treated plates following incubation with different concentrations of
the indicated peptides. “Neg” is a control non-adherent strain (Δefg1 Δcph1). Lines
with error bars indicate the mean and the SD following normalization against the
mean of the vehicle control group. Statistical significance in comparison to the
DMSO control groupwas determined using one-way ANOVA followed by Dunnett’s
multiple comparison test. Annof three biological replicates, eachwith six technical
replicates, was used. Exact p values from left to right are as follows: b 0.1065,
<0.0001, 0.0071, 0.0001, 0.9998, 0.0026, 0.9997, 0.8961, 0.9998, 0.9875, 0.0002,
d 0.0101, 0.1223, 0.9994, 0.8044, 0.8456, 0.9996, 0.9994, 0.993, 0.8957, <0.0001.
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inoculated mice, but did not administer peptide until day three
(Fig. 5e). A group of untreated infected animals was also sacrificed at
day three to check for successful establishment of the infection. Ani-
mals treated with the 12mer starting at day three and sacrificed on day
five had significantly less fungal burden compared to both groups of
untreated animals. In fact, the level of reduction was not significantly
different from those animals who had been treated from day zero
(Fig. 5e). The same patterns were observed when hyphal invasion was
used as the measurement of infection severity (Supplementary
Fig. 5b). These results suggest that the 12mer has efficacy in treating
established OPC.

We assessed the efficacy of the 12mer relative to fluconazole, an
antifungal agent recommended to treatOPC28. At our standard doseof
100nM, the 12mer was even more effective at reducing fungal burden

than 4 µg/mL fluconazole, 8-times the MIC for this strain29,30, though
this was only statistically significant when we increased the con-
centration of EntV to 500nM (Fig. 5f). Hyphal invasionwas slightly less
prevalent after treatment with 100 nM and 500nM relative to fluco-
nazole (Supplementary Fig. 5c). We also tested a lower dose (50nM),
which resulted in loss of efficacy in terms of fungal burden, though
there was still a significant lowering of hyphal invasion (Fig. 5f and
Supplementary Fig. 5c). Overall, these data show that oral treatment
with 100nM 12mer is comparable or better to treatment with fluco-
nazole, a standard and accepted chemotherapeutic.

Given the sustained efficacy of the 12mer to reduce epithelial
invasion at 50 nM, we tested yet lower concentrations. At 10 nM and
1 nM there was only a slight reduction in fungal burden on the tongue,
but the reduction in invasion remained dramatic (Supplementary

Fig. 3 | Shorter variants ofα7 retain antifungal activity. a, c, e show survival over
time of C. elegans infected with C. albicans and exposed to 1 nM of the indicatedα7
fragment as shown in f. Statistical differences in survival were compared to animals
in the exposure condition on the left of each legend by Mantel–Cox log rank
analysis. An n of 60 was used and one representative trial is shown. Exact p values
from top to bottom: a <0.0001, 0.7721, 0.4591, 0.5702, 0.3797, c <0.0001, 0.7958,
0.2951, 0.5476, 0.0002. e <0.0001, 0.0489, 0.5844, 0.0127, <0.0001. Median sur-
vival and p values of all trials are shown in Supplementary Data 1. b, d show

adhesion of C. albicans to tissue-culture treated plates following incubation with
10 nM of the α7 fragment size variants. “Neg” is the background observed with a
non-adherent strain (Δefg1Δcph1). Lines with error bars indicate the mean and the
SD following normalization against the mean of the vehicle control group. Statis-
tical significance in comparison to the DMSO control group was determined using
one-way ANOVA followed by Dunnett’s multiple comparison test. An n of four
biological replicates, each with six technical replicates, was used. Exact p values
from left to right: b 0.0003, 0.0210, 0.0001, d <0.0001, 0.6890, <0.0001.
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Fig. 5d, e). The EntV 12mer appears to promote a commensal, non-
invasive, association with the host epithelium at concentrations well
below those needed to see a reduction in fungal numbers. Finally, we
note that there are no differences in fungal burden, invasion, or EntV/
12mer efficacy between male and female mice (Supplementary
Fig. 5f, g).

The 12mer is protective in a rat venous catheter model
C. albicans can form prodigious biofilms on implanted medical
devices and the presence of an intravenous catheter is, by itself, a
significant risk factor for developing disseminated candidiasis7,31.
These infections are notoriously difficult to treat and are associated
with the drug resistance characteristic of biofilms32. We initially
tested the full-length EntV in a model in which an intravenous
catheter is implanted into the jugular vein of rats and inoculated
with C. albicanswith or without the peptide. After 24 h, the catheter
is removed and sectioned to assess fungal burden by plating for
CFUs and by scanning electron microscopy (SEM)33. Catheters
treated with 100 nM EntV were essentially sterile, with fungal bur-
den below the limit of detection (Fig. 6a). As we defined theminimal
peptide length, we again utilized this model using the 12mer pep-
tide, this time at a lower concentration to probe the extent of pro-
tection. Even as low as 20 nM, the 12mer reduced fungal burdens by
1.5 logs (Fig. 6b) and SEMs showed the catheter surfaces to be lar-
gely clear of fungal biofilm (Fig. 6a, b). The data suggest that the
EntV peptides are very effective in preventing C. albicans biofilm
formation on abiotic surfaces and has potential as a treatment
and/or a preventative of C. albicans medical device-associated
infections.

The 12mer is protective in a systemic mouse model
Systemic, bloodstream infections by C. albicans are the most life-
threatening to patients. Mortality rates from disseminated candidiasis
exceed 40% and new treatments are in dire need. Since EntV impairs
hyphal morphogenesis and biofilm formation rather than killing C.
albicans14, it was unclear if EntV and EntV derivatives would be pro-
tective in a systemic infection model. Before injection of the 12mer,
toxicity and stability of the 12mer was examined. Incubation of EntV
and the 12mer caused no lysis of red blood cells (Supplementary
Fig. 6a). However, they were not particularly stable in serum; about
10% of the 12mer was detectable following a 24-hour incubation
(Supplementary Fig. 6b). To increase the chances of observing an
effect, we pre-incubated C. albicans with 100 nM of EntV or the 12mer
for two hours prior to intravenous (IV) injection of 1 ×105 CFU. CFUs
were measured both before and after the two-hour incubation and
there was no significant difference, indicating that the EntV versions
were not toxic to C. albicans. The median survival of animals injected
with C. albicans alone was 7.5 days and all animals had expired by
11 days. In striking contrast, animals injected with C. albicans that had
been pre-incubated with EntV or the 12mer survived much longer and
about half the animals were still alive when the experiment was ended
in accordance with the protocol at day 22 (Fig. 6c).

Discussion
Structural studies demonstrated that the pro-peptide of EntV (EntV136)
forms a clasping palm motif that cages the α7 helix in a manner that
portends its importance. Indeed, informed by this data, the antifungal
activity was isolated to this single α-helix and just 10-12 amino acids
have full to partial activity in multiple in vitro, ex vivo, and animal

Fig. 4 | EntV peptides have activity against other fungal species and strains.
Survival over time of C. elegans infected with C. auris, a, C. neoformans, b, and C.
albicanspaired clinical isolatesbefore (AzS) and after gainingfluconazole resistance
(AzR), c. Peptides were added at 1 nM and fluconazole at 4 ug/ml. Statistical dif-
ferences in survival were compared to animals to the DMSO vehicle control by

Mantel–Cox log rank analysis. An n of 60 was used and one representative trial is
shown. Exact p values from top to bottom: (a) <0.0001, <0.0001, b <0.0001,
<0.0001, c0.0013, 0.0004, 0.0035,d0.0050, 0.0040, 0.5539.Median survival and
p values of all trials are shown in Supplementary Data 1.
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Fig. 5 | The 12mer is protective in amousemodel of oropharyngeal candidiasis.
Amount of C. albicans DNA detected by qPCR, a, and percentage of the tongue
surface showing hyphal invasion, b, in untreated animals compared to those given
100nM EntV and 12aa α7 in their drinking water for 5 days following inoculation.
c Representative pictures used to score hyphal invasion. Pink staining cells in the
areas that are magnified, indicated by the black arrow heads, are C. albicans. The
cells in the control sample show an elongated, hyphal morphotype more pre-
valently invading the tissue compared to the treated samples. d The amount of C.
albicans DNA detected by qPCR in animals treated with 100nM of different frag-
ment lengths of the α7 peptide at day 5. e The amount of C. albicansDNA detected
by qPCR in animals at day 3 or 5 following treatment with 100nM of the 12mer

starting at day 0 or 3. f The amount ofC. albicansDNA detected by qPCR in animals
treated with different concentrations of the 12mer in comparison to fluconazole
(Flu) at day 5. Ann of 6-10 biologically independent animals wasusedwith the exact
number indicated by the number of data points. Averages were calculated and the
error bars represent the SEM. Horizontal lines mark compared conditions. Sig-
nificance was determined using one-way ANOVA followed by Tukey’s multiple
comparison test. Exact p values from top to bottom are as follows: a <0.0001,
<0.0001, >0.9999, b <0.0001, <0.0001, 0.8811, d <0.0001, 0.0014, 0.0206, 0.0515,
e <0.0001, 0.9688, 0.0030, 0.0009, f 0.8588, <0.0001, <0.0001, 0.0043, 0.0001,
0.1672, 0.0444, 0.9087, 0.0282.
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virulence models. Excitingly, these peptides not only prevented the
onset of infection but, in the oral candidiasismodel, effectively treated
an established infection. They also reduced adhesion in vitro and in
intravenous catheters implanted into rats, whichmodels a key route of
infection for human patients. Finally, EntV and the 12mer displayed
efficacy in a systematic mouse model that mimics deadly human
bloodstream infections.

No apparent toxicity was seen in the mouse model, and our
previous study observed no toxicity when EntV was incubated
with human and mouse cells14. Furthermore, the 12mer had no
toxicity when incubated with human blood cells (Supplementary

Fig. 6a). Interestingly, these shorter peptides no longer have
antibacterial activity as measured in the L. sakei assay (Supple-
mentary Fig 2). Furthermore, despite its robust protection against
infection, EntV is not toxic to C. albicans. Growth of C. albicans
was unaffected when EntV was added to shaking cultures in con-
centrations as high as 30 μM14. Rather than being fungicidal or
fungistatic, EntV acts as an “anti-virulence” factor, interfering with
key fungal virulence traits, including adhesion, morphogenesis,
and biofilm formation. These have been linked to pathogenesis in
a variety of fungal species, as well as in bacterial and protozoal
pathogens.
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Fig. 6 | The 12mer is protective in models of venous catheter and systemic C.
albicans infection. In a, b, intravenous catheters were implanted into the jugular
veins of rats and inoculated with C. albicanswith orwithout EntV peptides using an
n of three biologically independent animals. After 24h the catheters were removed
and CFUs were determined from one-half (left panels) and scanning electron
micrographs were taken at 100x (left) or 1000x (right) of the other half of the
catheters (right panels) with a showing treatment with EntV at 100nM and
b showing treatment with the 12mer at 20nM. The dashed lines are the detection

limit of this assay (100 CFU). The mean of the CFUs were calculated and the error
bars represent the standard deviations (SD). An unpaired, two-tailed t test was used
to compare the treatments to the controls and the exact p values were <0.0001 for
both. cC. albicanswas incubated for 2 h in PBSwithDMSO, EntV, or the 12mer prior
to inoculation via the lateral tail vein. An n of 10 biologically independent animals
was used for each group. When moribund, animals were humanely sacrificed.
Survival was compared to the DMSO control by Mantel–Cox log rank analysis and
the exact p values were <0.0001 and <0.0001.
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The bacteriocin activity of EntV is non-lytic and therefore unlikely
to formpores16. All fourα-helices of EntVwere required for this activity
against L. sakei, although other bacterial species may respond differ-
ently and further in vitro, and microbiome study are necessary to
determine the spectrumof activity. In contrast,α7 is all that is required
for antifungal activity. Further mutational analysis and combinatorial
library screening of this peptide is underway to better understand the
features necessary for activity. Additionally, how EntV and derivative
peptides exert antifungal activity is actively under study and pre-
liminary evidence suggests binding to the fungal cell surface, which
would be consistent with its ability to inhibit adhesion and invasion.
Because adhesion is important for many fungal pathogens, this gives
some optimism that it might be active against a broad array of species
beyondwhatwasdemonstrated here. Further studieswill be needed to
better define the mechanism, species range, and target of this intri-
guing peptide.

The potential of peptides to broaden the pool of antimicrobial
agents has been increasingly recognized. Two of the three classes of
current antifungals are modified peptides (the polyenes and echino-
candins) and a variety of other peptides have been investigated for
their antifungal activity34. Included are several mammalian anti-
microbial peptides active against fungi, such as Histatin-5 and CRAMP/
LL-37. In this vein, peptides derived from EntV are promising leads for
further optimization and development.

Methods
Ethics statement
Vertebrate animal experiments were conducted under protocols
approved by the Animal Welfare Committees of the University of
Wisconsin (rat catheter, protocol number DA0031) or The University
of Texas Health Science Center at Houston (mouseOPC andmouse IV,
protocol numbers AWC-18-0078 and AWC 21-0047) according to the
guidelines of the Animal Welfare Act, The Institute of Laboratory
Animals Resources Guide for the Care and Use of Laboratory Animals,
and Public Health Service Policy. Animals were housed at 22 °C,
ambient humidity, and with a 12 h light–dark cycle.

Strains and media
Fungal strains were routinely propagated in YPD medium (1% yeast
extract, 2% peptone, 2% dextrose). Most experiments used C. albicans
wild-type strain SC531435. For the adhesion assays the non-adherent
strain HLC54 (cph1Δ::hisG/cph1Δ::hisG efg1Δ::hisG/efg1Δ::hisG-URA3-
hisG ura3/ura3)21 was used as a negative control. C. auris strain AR-382
(CDCAntimicrobial Resistance Bank),C. neoformans strain 40-71 (a gift
of L. Ostrosky) and C. albicans strains TFPY412 and TFPY1002 (gifts of
T. Patterson and J. Lopez-Ribot27) were used in the assays shown
in Fig. 4.

Protein expression and purification
Strain CEGE1, a BL21 (DE3) derivative containing pET28a encoding
EntV136 14, was used for overexpression. 10mL overnight culture was
diluted into 1 L M9 SeMET (selenomethionine) media containing
selection antibiotic ampicillin and grown at 37 °C with shaking till
OD600 reached 1.2. The cell culture was induced with IPTG after
switching temperature to 20 °C and left shaking overnight. Cell pellets
were collected by centrifugation at 4735 xg, resuspended in binding
buffer [100mM HEPES pH 7.5, 300mM NaCl, 5mM imidazole and 5%
glycerol (v/v)] and sonicated. Insoluble debris was removed by cen-
trifugation at 22,617 xg. Ni-NTA affinity chromatography was used for
protein purification. The supernatant was loaded on a column with
4mLNi-NTA resin (QIAGEN), pre-equilibratedwith binding buffer with
0.5mMTCEP, washed with 120mLwashing buffer [100mMHEPES pH
7.5, 300mM NaCl, 30mM imidazole, 5% glycerol (v/v) and 0.5mM
TCEP], and protein was eluted with elution buffer [100mM HEPES pH
7.5, 300mM NaCl, 250mM imidazole, 5% glycerol (v/v) and 0.5mM

TCEP]. TheHis-tagwas cleaved by adding human thrombin (5 units per
mg of recombinant protein) and 2.5mMcalcium chloride, in overnight
dialysis against buffer, containing 20mM Tris-HCl pH 8.0, 0.1M NaCl,
0.5mM TCEP and 5mM Imidazol. To remove the His-tag, this was
applied to a second Ni-NTA column and the flow-through was col-
lected, then the tag-free protein was dialysed against crystallization
buffer (10mM HEPES pH 7.5, 300mM NaCl), and the purity of the
protein was analyzed by SDS-polyacrylamide gel electrophoresis.

Crystallization and structure determination
The EntV136 crystal was grown at room temperature using the vapor
diffusion sitting drop method using 2 µL of a 25mg/mL protein solu-
tion, 0.1M Tris pH 8 and 28% (w/v) PEG4K. The crystal was cryopro-
tected with paratone-N oil prior to flash freezing in liquid nitrogen.
Diffraction data at 100K at beamline 19-ID of the Structural Biology
Center of the Advanced Photon Source, Argonne National Laboratory.
HKL300036 was used to process two Se-Met diffraction data sets.
Computational corrections for absorption in a crystal and Lorentz
factor were applied19,20. Anisotropic diffraction correction was neces-
sary for structure solution19,37,38. Indexing, integration, and scaling
indicated C2 symmetry. The best Se-Met crystal, used in the refine-
ment, diffracted to a nominal resolution of ~1.8 Å but diffraction was
highly anisotropic, with diffraction pattern extending to ~1.9Å reso-
lution in the adirection (<I>/<σ(I)> ~2) and to a resolutionmuchhigher
than 1.8 Å in theb and cdirections (<I>/<σ(I)> ~19 and ~13, respectively).
Initial phases were obtained from a single Se-Met crystal in a single-
wavelength anomalous diffraction (SAD) experiment by performing
heavy atom search to resolution 2.2 Å using SHELXD39. The search
identified 2 Se positions with correlations coefficients: CCAll = 31.3%,
CCWeak = 25.9%, and CFOM = 57.3% with relative occupancies of 1.000
and 0.660. The handedness of the best solution was determined with
SHELXE. The heavy atom positions were refined to 1.8 Å with
MLPHARE39, with the final FOM reaching 0.185 for all observations.
Density modification was performed with DM40–42. The resulting elec-
tron density map was used as the entry model for the model building
with BUCCANEER43 and refinement with REFMAC44, run within
HKL3000. The resulting main chain was ~82% complete (116 aa) with
~79% of side chains docked into electron density maps (112 aa), and R
factor = 23.3% and Rfree = 24.3%. The resulting assembly was used to
perform isomorphous replacement with another data set using MOL-
REP (45 run within HKL3000, and rebuilt and refined again with BUC-
CANEER and REFMAC run within HKL3000. The resulting main chain
was ~90% complete (127 aa) with ~80% of side chains docked into
electron density maps (113 aa), and R factor = 23.4% and Rfree = 27.7%.
Refinement was completed using Phenix.refine46 and Coot47. B-factors
were refined as anisotropic for protein atoms and isotropic for non-
protein atoms and TLS parameterization was included in the refine-
ment. Average B-factor and bond angle/length RMSD values were
calculated using Phenix. All geometry was verified using the Phenix,
Coot and wwPDB validation tools. The X-ray crystallographic statistics
are in Supplementary Table 1 and the structure was deposited to the
Protein Data Bank under the accession code 7ROA.

Peptide synthesis and alkylation
Peptideswere synthesized and verifiedbyBio-Synthesis Inc (Lewisville,
TX) or prepared in-house using standard Solid Phase Peptide Synthesis
(SPPS) protocols. Starting from the C-terminal residue, the peptides
were synthesizedonTentagel S-Ram0.2–0.8meq/gbeads (fromChem
Impex). FMOC protected peptide monomers (from Advanced Chem-
Tech) were dissolved in dimethylformamide (DMF) at roughly a 3x
molar excess (0.528mM) relative to the manufacturer’s stated loading
capacity (0.22mM). The reactions were catalyzed by the addition of
Hexafluorophosphate Benzotriazole Tetramethyl Uronium (HBTU)
(200.11mg per residue addition), Hydroxybenzotriazole (HOBt)
(71.28mg per residue addition), and N, N-Diisopropylethylamine
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(DIPEA) (68 µL per residue addition). Reaction completion for each
residue was confirmed by conducting a ninhydrin test on a small
sample of beads taken from the reaction vessel afterwashing the beads
with DMF three times to clean any residual or unreacted components.
Following completion of amino acid addition, the beads underwent a
final deprotection to remove the FMOC group and then were washed
with dichloromethane (DCM). Acid cleavage from the beads was
accomplished by using Reagent B (88% v/v trifluoroacetic acid, 5% v/v
phenol, 5% v/v ddH2O, 2% v/v triisopropylsilane). The volume of
cleavage solution used was roughly 6ml per reaction vessel. Synthesis
quality was verified by performing HPLC andmass spectrometry. Prior
to analysis, the peptides were ether precipitated for purification, dis-
solved inDMSO, and lyophilized. Yields of purified peptides, as a result
of synthesis, ranged from 15 to 30mg total. Peptide alkylation was
conducted by reacting at least a 5x molar excess of iodoacetamide
(0.4M) to the wild type 12mer variant of EntV (1000 µM) for 48 h. The
reaction was confirmed by monitoring the retention times of the
peptides via HPLC. The product was then pooled by HPLC fraction
collection and then dried down for use once the product weight was
confirmed by mass spectrometry. All in-house and Bio-Synthesis ver-
ification of the peptides by HPLC and mass spectrometry is presented
in Supplementary Data 2. The biophysical characteristics of the pep-
tides are presented in Supplementary Table 2.

C. elegans killing assay
C. elegans infection assays were performed13,14,48,49. C. elegans glp-
4(bn2); sek-1(km-4)48 nematodes were propagated andmaintained on E.
coli strain OP5050 that was seeded onto nematode growth medium
(NGM) agar using standard techniques (Hope, 1999). To synchronize
the animals, L1 stage worms on non-starved plates were washed off,
filtered through a 10μm filter (pluriSelect, pluriStrainer 10μm), har-
vested by centrifugation at 750 xg for 30 seconds, transferred to
OP50 seeded plates, and grown to the L4 stage. To prepare the
infection plates, Fungal strains were grown in YPD broth for 24 h at
37 °C with agitation. 500 μl of the culture was plated onto BHI solid
mediumcontaining gentamycin (10μg/ml) and grown for 24 h at 37 °C.
The synchronized, L4 C. elegans were washed off the OP50 plates in
2ml sterile M9 buffer and washed once, centrifuging at 750 xg for
30 seconds to collect animals. Animals were infected by placing them
on the fungal lawn for 4 h at 25 °C. Following this exposure, they were
washedoff the plate andwashed four timeswith 2ml of sterileM9. The
nematodes were then pipetted (~30 per well with two wells per con-
dition for a total of ~60worms assayed) into six-well plates with 2ml of
liquid medium (20% BHI broth and 80% M9) containing the indicated
concentrations of test compounds. Plates were incubated at 25 °C, and
worm death was scored daily. Kaplan–Meier survival curves were
generated and analyzed as described in the quantification and statis-
tical analysis section.

C. albicans adhesion assays
Similar to the methodology in51, C. albicans strains were grown in YPD
broth for 18 h at 30 °C with agitation and then subcultured for 4 h in
the same conditions. Cells were then collected by centrifugation at
16,000 xg for 30 ss, washed twice in PBS, and adjusted to a con-
centration of 1 × 107 cells/ml (measured with Countess II, Life Tech-
nologies) in PBS treated with the indicated concentrations of test
compounds. The cell suspension was incubated for 1 h at 30 °C with
agitation. Then 100 µl of the cell suspensionwas added to wells of a 96
well tissue culture treated polystyrene plate (Falcon) in addition to
100 µl of artificial saliva media14,52 containing the indicated con-
centrations of test compounds. The plate was then incubated at 37 °C
for 90min.

After incubation, the media was gently removed along with any
cells that failed to adhere. The adhered cell layer was then stained for
20min with 40 µl of 0.08% crystal violet solution (diluted, Sigma). The

crystal violet stain was removed, and the wells were then washed three
times with sterile water. Adhered cells were then destained with 200 µl
of 200 proof ethanol for 20min, and 100 µl of the ethanol solutionwas
transferred to a new well for analysis. The optical density at 595 nm
(OD595) was measured using a Synergy H1 plate reader (BioTek) with
Gen5 version 3.08 software (BioTek).

Lactobacillus MIC assay
For this assay, Lactobacillus sakei ATCC 1552153 was used following the
methodology as described with a few modifications54. Briefly L. sakei
was grown in Lactobacilli MRS broth (Difco, Detroit, MI, USA) for 18 h
at 30 °C without agitation55. Following adjustment to a concentration
of 1 × 106 cells/ml, cells were diluted 1:10 into fresh MRS medium
containing the indicated concentrations of EntV fragments. After 24 h
of growth at 30 °C without agitation, OD625 readings were taken using
a BioTek Cytation5 plate reader. Readings of blanks (containing fresh
MRS medium) were subtracted from sample wells.

Hemolysis assay
De-identified and pooled RBCs were purchased from Rockland
Immunochemicals, Inc. RBCs were prepared at 6 × 107 cells/mL in PBS.
To 25μL of peptide diluted appropriately to result in a final con-
centration of 1 nM and 1 µM, 125μL of RBC suspension was added. The
plates were gently rocked for 1 h at room temperature. The cells were
then removed from suspension by centrifugation at 1000 xg for 5min.
From the experimental plate, 100μL of the supernatant was carefully
withdrawn from each well and added to a new 96-well plate. The
absorbance of the solutions in each well was measured at 410 nm and
each well was compared to a no-treatment control and a 100% lysis
control (1% SDS).

Peptide serum stability assay
One mL of RPMI supplemented with 10% (v/v) of human serum (type
AB) were aliquoted and temperature-equilibrated at 37 °C for 15min
before adding a concentrated stockpeptide solution resulting in afinal
peptide concentration of 100 µM. For each time point, 100 µL of the
reaction solution was removed and added to 200 µL 96% ethanol for
precipitation of serum proteins. The sample was cooled (4 °C) for
15min and then spun at 18,000g for 2min to pellet the precipitated
serum proteins. The reaction supernatant was analyzed using HPLC
with absorbance detected at 280nm. The peptide peak was detected
firstwithout serum treatment to assess the area under the curve for the
peptide of interest. At each time point the area under the curve was
calculated by HPLC and then divided by the untreated peptide area
under the curve to determine the percent remaining.

Mouse OPC model
The efficacy of EntV fragmentswere tested in theOPCmodel14,56. BALB/
c mice, 10 wks, 18-20 g, were immunosuppressed by injecting 225mg/
kg cortisone acetate subcutaneously 1 d before inoculation, and sub-
sequently on days 1 and 3 of the infection. To prepare the inoculum,
1ml of C. albicans (SC5314) overnight culture grown at 30 °C in YPD
broth was washed twice in PBS before resuspension in sterile Hanks’
balanced salt solution (HBSS) at a concentration of 1 × 106 cells/mL.
Calcium alginate swabs were soaked in this inoculum for 5min prior to
inoculation. Mice were anesthetized using ketamine and xylazine and
placed on pre-warmed isothermal pads and the swabs were placed
sublingually for 75min. Mice were given additional doses of ketamine
(50mg/kg), as necessary. After inoculation, mice were given drinking
water with EntV fragments or DMSO (0.01%) in the drinking water ad
libitum. Mice were euthanized at 5 d after inoculation, unless noted.
The tongues were excised and cut in half laterally for tissue histology
and assessment of fungal burden.

For tissue histology the tongue sample was placed in 10% zinc-
buffered formalin overnight and stored in 80% ethanol, before
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embedding in paraffin. For each tongue, 5 μm sections were prepared
using a Leica microtome and stained using Periodic Acid-Schiff (PAS)
stain. Epithelial invasion was measured from 40x images taken of the
entire tissue section of each tongue half with the total area of epithe-
lium and infected epithelium were measured using ImageJ (version
1.6). Measurements were totaled and expressed as a percentage of
total infected epithelium relative to the entire epithelial area14,57.

For examination of fungal burden, qPCRwas used by amplifying a
269-bp fragment of the internal transcribed spacer 2 (ITS2) between
the 5.8 S and 28 S ribosomal RNA genes of C. albicans using oligonu-
cleotides GTGAATCATCGARTCTTTGAAC and TATGCTTAAGTT-
CAGCGGGTA, as the forward and reverse primers, respectively14,58.
DNA was extracted from homogenized tongue tissue using the Yeast
DNA Extraction Kit (Thermo Scientific) according to the protocol with
minor modifications. The ITS2 fragment was amplified by qPCR with a
CFX96Real-Time Systemwith a C1000 Touch thermal cycler (BioRad).
C. albicans gDNA was quantified using FastStart Universal SYBR Green
master mix with ROX (Roche). To screen for contamination and
background fluorescence during the qPCR amplification, no template
controls were used.

Intravenous infection model
The disseminated candidiasis model59,60 was performed by growing C.
albicans SC5314 overnight in YPD at 30 °C, then diluting 1/100 and
growing in a second overnight. The late-log phase culture was col-
lected by centrifugation at 16,000 xg for 30 s, washed in PBS, and
diluted to 5 × 106 cells/ml in PBS containing vehicle (0.01% DMSO) or
100nM EntV or the 12mer peptide and incubated for 2 h at room
temperature. Female ICR mice 6 wks, 18–20g, 10/experimental group
were inoculated via the lateral tail vein with 0.1ml. Animals were
monitored at least twice daily for 21 days for signs of moribundity.

Rat catheter model
Indwelling central venous catheters were implanted in the jugular
veins of 400 g, 16 wk old, female Sprague-Dawley rats and were
inoculated with 1 × 106 cells/mL C. albicans with or without 100nM
EntVor 20 nM12-merpeptide (group sizewas3)33. Toquantitate fungal
burden after 24 h, the catheter was removed, and 1 cmof the tip placed
in a one milliliter of sterile 0.9% NaCl followed by vortexing. A
1:10 serial dilution of this wash fluid was plated on SDA and colonies
counted after 24 h of growth at 35 °C. For scanning electron micro-
scopy (SEM), catheters were fixed overnight in 4% formaldehyde and
1% glutaraldehyde in PBS. The catheters were then washed with PBS
and treated with 1% osmium tetroxide in PBS for 30min. Serial ethanol
washes and critical point drying were used to dry the segments before
they weremounted, and palladium-gold coated. All images were taken
using a SEMLEO 1530, with Adobe PhotoshopCC (20.0.4 release) used
for image compilation.

Quantification and statistical analysis
GraphPad Prism 9.0 was used for all data analysis. For the fungal
adhesion, bacterial MIC, and hemolysis assays, means of the experi-
mental conditions were calculated and compared to the DMSO con-
dition. Lines with error bars indicate the mean and the standard
deviation (SD). Significance was determined using one-way ANOVA
followed by Dunnett’s multiple comparison test. For the OPC fungal
burden and % hyphal invasion measurements, means of the experi-
mental conditions were calculated and compared to other conditions
as indicated in the individual panels. Lines with error bars indicate the
mean and the standard error of the mean (SEM). Significance was
determined using one-way ANOVA followed by Tukey’s multiple
comparison test. For the catheter experiments, the means and the
standard deviations were calculated, and an unpaired, two-tailed t test
was used to compare the treatments to the controls. Mantel–Cox log
rank analysiswas used to compare survival curves. Themedian survival

and comparison values for allC. elegans survival experiments and their
replicates can be found in Supplementary Data 1. For all statistical
tests, p values <0.05 were considered statistically significant and
asterisks in the figure panels indicate the levels of significance as fol-
lows: *p < 0.05, **p <0.01, ***p <0.001, ****p < 0.0001.

Reporting summary
Further information on research design is available in the Nature
Research Reporting Summary linked to this article.

Data availability
All data generated in this study are available in the main text, supple-
mentarymaterials, or the source data file except for the structural data
that was deposited to the Protein Data Bank under the accession code
7ROA. Source data are provided with this paper.

References
1. Arastehfar, A. et al. Drug-resistant fungi: an emerging challenge

threatening our limited antifungal armamentarium. Antibiot. (Basel,
Switzerland) 9 https://doi.org/10.3390/antibiotics9120877 (2020).

2. Perlin, D. S., Rautemaa-Richardson, R. & Alastruey-Izquierdo, A. The
global problem of antifungal resistance: prevalence, mechanisms,
and management. Lancet Infect. Dis. 17, e383–e392 (2017).

3. Brown, G. D. et al. Hidden killers: human fungal infections. Sci.
Transl. Med. 4, 165rv13 (2012).

4. Perfect, J. R. The antifungal pipeline: a reality check.Nat. Rev. Drug
Discov. 16, 603–616 (2017).

5. Rolling, T., Hohl, T. M. & Zhai, B. Minority report: the intestinal
mycobiota in systemic infections. Curr. Opin. Microbiol. 56,
1–6 (2020).

6. Fisher, M.C. et al. Threats posed by the fungal kingdom to humans,
wildlife, and agriculture. MBio 11 https://doi.org/10.1128/mBio.
00449-20 (2020).

7. Pfaller, M. A. & Diekema, D. J. Epidemiology of invasive candidiasis:
a persistent public health problem. Clin. Microbiol. Rev. 20,
133–163 (2007).

8. Hallen-Adams, H. E. & Suhr, M. J. Fungi in the healthy human gas-
trointestinal tract. Virulence 8, 352–358 (2017).

9. Romo, J.A., Kumamoto, C.A. On Commensalism of Candida. J.
fungi (Basel, Switzerland) 6 https://doi.org/10.3390/
jof6010016 (2020).

10. Garsin, D.A., Lorenz, M.C. Candida albicans and Enterococcus
faecalis in the gut: Synergy in commensalism? Gut Microbes 4
409–15 (2013).

11. Zeise, K. D., Woods, R. J. & Huffnagle, G. B. Interplay between
candida albicans and lactic acid bacteria in the gastrointestinal
tract: impact on colonization resistance, microbial carriage,
opportunistic infection, and host immunity.Clin. Microbiol. Rev. 34,
e0032320 (2021).

12. Santus, W. Devlin, J.R., Behnsen, J. Crossing kingdoms: how the
mycobiota and fungal-bacterial interactions impact host health and
disease. Infect. Immun. 89 https://doi.org/10.1128/IAI.00648-
20 (2021).

13. Cruz, M. R., Graham, C. E., Gagliano, B. C., Lorenz, M. C. &Garsin, D.
A. Enterococcus faecalis inhibits hyphal morphogenesis and viru-
lence of Candida albicans. Infect. Immun. 81, 189–200 (2013).

14. Graham, C. E., Cruz, M. R., Garsin, D. A. & Lorenz, M. C. Enter-
ococcus faecalis bacteriocin EntV inhibits hyphal morphogenesis,
biofilm formation, and virulence of Candida albicans. Proc. Natl
Acad. Sci. USA 114, 4507–4512 (2017).

15. Hermann, C., Hermann, J., Munzel, U. & Ruchel, R. Bacterial flora
accompanying Candida yeasts in clinical specimens. Mycoses 42,
619–627 (1999).

16. Swe, P. M. et al. ef1097 and ypkK encode enterococcin V583 and
corynicin JK, members of a new family of antimicrobial proteins

Article https://doi.org/10.1038/s41467-022-33613-1

Nature Communications |         (2022) 13:6047 11

https://www.rcsb.org/structure/unreleased/7ROA
https://doi.org/10.3390/antibiotics9120877
https://doi.org/10.1128/mBio.00449-20
https://doi.org/10.1128/mBio.00449-20
https://doi.org/10.3390/jof6010016
https://doi.org/10.3390/jof6010016
https://doi.org/10.1128/IAI.00648-20
https://doi.org/10.1128/IAI.00648-20


(bacteriocins) with modular structure from Gram-positive bacteria.
Microbiology 153, 3218–3227 (2007).

17. Dundar, H. et al. The fsr Quorum-Sensing System and Cognate
Gelatinase Orchestrate the Expression and Processing of Propro-
tein EF_1097 into theMature Antimicrobial Peptide EnterocinO16. J.
Bacteriol. 197, 2112–2121 (2015).

18. Brown, A.O. et al. Antifungal activity of the Enterococcus faecalis
peptide EntV requires protease cleavage and disulfide bond for-
mation. MBio 10 https://doi.org/10.1128/mBio.01334-19 (2019).

19. Otwinowski, Z., Borek, D., Majewski, W. &Minor, W.Multiparametric
scaling of diffraction intensities. Acta Crystallogr. A. 59,
228–234 (2003).

20. Borek, D., Minor, W. & Otwinowski, Z. Measurement errors and their
consequences in protein crystallography. Acta Crystallogr. D. Biol.
Crystallogr. 59, 2031–2038 (2003).

21. J, H. et al. Nonfilamentous C. albicans mutants are avirulent. Cell
90, 939–949 (1997).

22. Thévenet, P. et al. PEP-FOLD: an updated de novo structure pre-
diction server for both linear and disulfide bonded cyclic peptides.
Nucleic Acids Res 40, W288–W293 (2012).

23. Shen, Y., Maupetit, J., Derreumaux, P. & Tufféry, P. Improved PEP-
FOLD Approach for Peptide andMiniprotein Structure Prediction. J.
Chem. Theory Comput. 10, 4745–4758 (2014).

24. Lamiable, A. et al. PEP-FOLD3: faster de novo structure prediction
for linear peptides in solution and in complex.Nucleic Acids Res44,
W449–W454 (2016).

25. Du, H. et al. Candida auris: epidemiology, biology, antifungal
resistance, and virulence. PLoS Pathog. 16, e1008921 (2020).

26. Liu, T.-B., Perlin, D. S. & Xue, C. Molecular mechanisms of crypto-
coccal meningitis. Virulence 3, 173–181 (2012).

27. Lopez-Ribot, J. L. et al. Distinct patterns of gene expression asso-
ciatedwith development of fluconazole resistance in serial candida
albicans isolates from human immunodeficiency virus-infected
patients with oropharyngeal candidiasis. Antimicrob. Agents Che-
mother. 42, 2932–2937 (1998).

28. Pappas, P. G. et al. Clinical practice guideline for the management
of Candidiasis: 2016 Update by the Infectious Diseases Society of
America. Clin. Infect. Dis. Publ. Infect. Dis. Soc. Am. 62,
e1–e50 (2016).

29. Vale-Silva, L. A. et al. Azole resistance by loss of function of the
sterol Δ5,6-desaturase gene (ERG3) in Candida albicans does not
necessarily decrease virulence. Antimicrob. Agents Chemother. 56,
1960–1968 (2012).

30. Vasicek, E. M., Berkow, E. L., Flowers, S. A., Barker, K. S. & Rogers, P.
D. UPC2 is universally essential for azole antifungal resistance in
Candida albicans. Eukaryot. Cell 13, 933–946 (2014).

31. Wisplinghoff, H. et al. Nosocomial bloodstream infections due to
Candida spp. in the USA: species distribution, clinical features and
antifungal susceptibilities. Int. J. Antimicrob. Agents 43,
78–81 (2014).

32. Nobile, C. J. & Johnson, A. D. Candida albicans biofilms and human
disease. Annu Rev. Microbiol 69, 71–92 (2015).

33. Andes, D. et al. Development and characterization of an in vivo
central venous catheter Candida albicans biofilm model. Infect.
Immun. 72, 6023–6031 (2004).

34. Buda De Cesare, G., Cristy, S.A., Garsin, D.A., Lorenz, M.C. Anti-
microbial peptides: a new frontier in antifungal therapy. MBio 11
https://doi.org/10.1128/mBio.02123-20 (2020).

35. Gillum, A. M., Tsay, E. Y. & Kirsch, D. R. Isolation of the Candida
albicans gene for orotidine-5’-phosphate decarboxylase by com-
plementation of S. cerevisiae ura3 and E. coli pyrF mutations. Mol.
Gen. Genet 198, 179–182 (1984).

36. Minor, W., Cymborowski, M., Otwinowski, Z. & Chruszcz, M. HKL-
3000: the integration of data reduction and structure solution-from

diffraction images to an initialmodel inminutes.ActaCrystallogr. D.
Biol. Crystallogr. 62, 859–866 (2006).

37. Borek, D., Cymborowski, M., Machius, M., Minor, W. & Otwinowski,
Z. Diffraction data analysis in the presence of radiation damage.
Acta Crystallogr. D. Biol. Crystallogr. 66, 426–436 (2010).

38. Borek, D., Dauter, Z. & Otwinowski, Z. Identification of patterns in
diffraction intensities affected by radiation exposure. J. Synchrotron
Radiat. 20, 37–48 (2013).

39. Sheldrick, G. M. A short history of SHELX. Acta Crystallogr. A. 64,
112–122 (2008).

40. Cowtan, K. D. & Zhang, K. Y. Density modification for macro-
molecular phase improvement. Prog. Biophys. Mol. Biol. 72,
245–270 (1999).

41. Cowtan, K. D. & Main, P. Phase combination and cross validation in
iterated density-modification calculations. Acta Crystallogr. D. Biol.
Crystallogr. 52, 43–48 (1996).

42. Cowtan, K. & Main, P. Miscellaneous algorithms for density mod-
ification. Acta Crystallogr. D. Biol. Crystallogr. 54, 487–493 (1998).

43. Cowtan, K. The Buccaneer software for automated model building.
1. Tracing protein chains. Acta Crystallogr. D. Biol. Crystallogr. 62,
1002–1011 (2006).

44. Murshudov, G. N. et al. REFMAC5 for the refinement of macro-
molecular crystal structures. Acta Crystallogr. D. Biol. Crystallogr.
67, 355–367 (2011).

45. Vagin, A. & Teplyakov, A. Molecular replacement with MOLREP.
Acta Crystallogr. D. Biol. Crystallogr. 66, 22–25 (2010).

46. Adams, P. D. et al. PHENIX, a comprehensive Python-based system
for macromolecular structure solution. Acta Crystallogr. D. Biol.
Crystallogr. 66, 213–221 (2010).

47. Casañal, A., Lohkamp, B. & Emsley, P. Current developments in
Coot for macromolecular model building of Electron Cryo-
microscopy and Crystallographic Data. Protein Sci. 29,
1069–1078 (2020).

48. Breger, J. et al. Antifungal chemical compounds identified using a
C. elegans pathogenicity assay. PLoS Pathog. 3, e18 (2007).

49. Peleg, A. Y. et al. Prokaryote-eukaryote interactions identified by
using Caenorhabditis elegans. Proc. Natl Acad. Sci. USA 105,
14585–14590 (2008).

50. Brenner, S. The genetics of Caenorhabditis elegans. Genetics 77,
71–94 (1974).

51. Gulati, M. et al. In vitro culturing and screening of Candida albicans
biofilms. Curr. Protoc. Microbiol. 50, e60 (2018).

52. Wong, L. & Sissons, C. A comparison of human dental plaque
microcosm biofilms grown in an undefined medium and a chemi-
cally defined artificial saliva. Arch. Oral. Biol. 46, 477–486 (2001).

53. Torriani, S. et al. Lactobacillus curvatus subsp. curvatus subsp. nov.
and Lactobacillus curvatus subsp. melibiosus subsp. nov. and
Lactobacillus sake subsp. sake subsp. nov. and Lactobacillus sake
subsp. carnosus subsp. nov., new subspecies of Lactobacillus
curvatus Abo-El. Int. J. Syst. Bacteriol. 46, 1158–1163 (1996).

54. Chang, Y.-C. et al. Characterization of tetracycline resistance lac-
tobacilli isolated from swine intestines at western area of Taiwan.
Anaerobe 17, 239–245 (2011).

55. Malheiros, P. S., Sant’Anna, V., Todorov, S. D. & Franco, B. D. G. M.
Optimization of growth and bacteriocin production by Lactoba-
cillus sakei subsp. sakei2a. Brazilian J. Microbiol. 46,
825–834 (2015).

56. Solis, N. V. & Filler, S.G.Mousemodel of oropharyngeal candidiasis.
Nat. Protoc. 7, 637–642 (2012).

57. Moyes, D. L. et al. Candidalysin is a fungal peptide toxin critical for
mucosal infection. Nature 532, 64–68 (2016).

58. Khot, P.D., Ko, D.L., Fredricks, D.N. Sequencing and analysis of
fungal rRNA operons for development of broad-range fungal PCR
assays. Appl Env. Microbiol 75, 1559–1565 (2009).

Article https://doi.org/10.1038/s41467-022-33613-1

Nature Communications |         (2022) 13:6047 12

https://doi.org/10.1128/mBio.01334-19
https://doi.org/10.1128/mBio.02123-20


59. Williams, R.B., Lorenz, M.C. Multiple alternative carbon pathways
combine to promote candida albicans stress resistance, immune
interactions, and virulence. MBio 11 https://doi.org/10.1128/mBio.
03070-19 (2020).

60. Miramon, P. & Lorenz, M. C. The SPS amino acid sensor mediates
nutrient acquisition and immune evasion in Candida albicans. Cell
Microbiol 18, 1611–1624 (2016).

Acknowledgements
WethankYoungchangKim,Structural BiologyCenter,AdvancedPhoton
Source, Argonne National Laboratory, for X-ray diffraction data collec-
tion and Rosa Di Leo for cloning. Additionally, we thank Armand Brown
and Karan Kaval for valuable discussions. This work was funded by the
U.S. National Institutes of Health grant numbers R01DE027608 to DAG
and MCL, R01AI073289 to DRA, and T32AI141349 to SG. The crystal
structure solved in thisworkwasalso fundedby theNational Institutes of
Health under contract No. HHSN272201700060C (Center for Structural
Genomics of Infectious Diseases (CSGID); http://csgid.org). The content
is solely the responsibility of the authors and does not necessarily
represent the official views of the National Institutes of Health.

Author contributions
Conceptualization: DAG, MCL.Methodology: DAG, MCL, DRA, PJS, PF,
MRC, SC, SG, GBC, EE, HS, DB, PM, JY.Investigation: MRC, SC, SG, GBC,
EE, HS, DB, PM, JY.Funding acquisition: DAG, MCL, DRA, AS.Project
administration: DAG, MCL, AS.Supervision: DAG, MCL, DRA, PF, AS.Vi-
sualization: DAG, MCL, MRC, SC, PJSWriting – original draft: DAG, MCL,
MRC, SC, SG, PJS Writing – review & editing: DAG, MCL, DRA, PJS, PF,
MRC, SC, SG, GBC

Competing interests
DAG, MCL and SG are named on patent application UTSH.P0383US.P1
related to the peptides described in this work. The other authors declare
no competing interests.

Additional information
Supplementary information The online version contains
supplementary material available at
https://doi.org/10.1038/s41467-022-33613-1.

Correspondence and requests for materials should be addressed to
Michael C. Lorenz or Danielle A. Garsin.

Peer review informationNature Communications thanks Damian Krysan
and the other, anonymous, reviewer(s) for their contribution to the peer
review of this work.

Reprints and permission information is available at
http://www.nature.com/reprints

Publisher’s note Springer Nature remains neutral with regard to jur-
isdictional claims in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,
adaptation, distribution and reproduction in any medium or format, as
long as you give appropriate credit to the original author(s) and the
source, provide a link to the Creative Commons license, and indicate if
changes were made. The images or other third party material in this
article are included in the article’s Creative Commons license, unless
indicated otherwise in a credit line to the material. If material is not
included in the article’s Creative Commons license and your intended
use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright
holder. To view a copy of this license, visit http://creativecommons.org/
licenses/by/4.0/.

© The Author(s) 2022

Article https://doi.org/10.1038/s41467-022-33613-1

Nature Communications |         (2022) 13:6047 13

https://doi.org/10.1128/mBio.03070-19
https://doi.org/10.1128/mBio.03070-19
http://csgid.org
https://doi.org/10.1038/s41467-022-33613-1
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	Structural and functional analysis of EntV reveals a 12 amino acid fragment protective against fungal infections
	Results
	“Clasping palms” structure of EntV
	The α7 helix is sufficient for antifungal activity
	Shorter peptides retain activity
	EntV peptides have activity against other fungal species and strains
	The 12mer is protective in a mouse model of oropharyngeal candidiasis (OPC)
	The 12mer is protective in a rat venous catheter model
	The 12mer is protective in a systemic mouse model

	Discussion
	Methods
	Ethics statement
	Strains and media
	Protein expression and purification
	Crystallization and structure determination
	Peptide synthesis and alkylation
	C. elegans killing assay
	C. albicans adhesion assays
	Lactobacillus MIC assay
	Hemolysis assay
	Peptide serum stability assay
	Mouse OPC model
	Intravenous infection model
	Rat catheter model
	Quantification and statistical analysis
	Reporting summary

	Data availability
	References
	Acknowledgements
	Author contributions
	Competing interests
	Additional information




