
The unusual structure of Ruminococcin C1 antimicrobial
peptide confers clinical properties
Clarisse Roblina,b,1

, Steve Chiumentoc,1, Olivier Bornetd,2, Matthieu Nouaillere, Christina S. Müllerf,
Katy Jeannotg,h, Christian Bassetc, Sylvie Kieffer-Jaquinodi

, Yohann Coutéi, Stéphane Torellic, Laurent Le Papec,
Volker Schünemannf, Hamza Olleika, Bruno De La Villeonj, Philippe Sockeelj, Eric Di Pasqualek,
Cendrine Nicolettia, Nicolas Vidall, Leonora Poljakm, Olga Iranzoa, Thierry Giardinaa, Michel Fonsn,
Estelle Devillardb, Patrice Polardm, Marc Marescaa, Josette Perriera, Mohamed Attac, Françoise Guerlesquine

,
Mickael Lafonda,2

, and Victor Duartec,2

aAix-Marseille Université, CNRS, Centrale Marseille, Institut des Sciences Moléculaires de Marseille (iSm2), 13013 Marseille, France; bADISSEO France SAS,
Centre d’Expertise et de Recherche en Nutrition, 03600 Commentry, France; cUniversité Grenoble Alpes, Commissariat à l’Energie Atomique et aux énergies
alternatives (CEA), Institut de Recherche Interdisciplinaire de Grenoble (IRIG), Chimie et Biologie des Métaux (CBM), CNRS UMR 5249, 38054 Grenoble,
France; dNMR Platform, Institut de Microbiologie de la Méditerranée, CNRS, Aix-Marseille Université, 13009 Marseille, France; eLaboratoire d’Ingénierie des
Systèmes Macromoléculaires, UMR 7255, Institut de Microbiologie de la Méditerranée, CNRS, Aix-Marseille Université, 13009 Marseille, France; fFachbereich
Physik, Technische Universität Kaiserslautern, 67663 Kaiserslautern, Germany; gCentre National de Référence de la Résistance aux Antibiotiques,
Laboratoire de Bactériologie, Centre Hospitalier Universitaire de Besançon, 25030 Besançon, France; hUMR 6249 Chrono-Environnement, Unité de
Formation et de Recherche (UFR) Santé, Université de Bourgogne-Franche-Comté, 25030 Besançon, France; iUniversité Grenoble Alpes, CEA, INSERM, IRIG,
Biologie à Grande Echelle (BGE), 38054 Grenoble, France; jDepartment of Digestive, Endocrine and Metabolic Surgery, Hôpital Laveran, Military Health
Service, 13013 Marseille, France; kInstitut de NeuroPhysioPathologie, Faculté de Médecine, Aix Marseille Université, 13397 Marseille, France; lYelen
Analytics, Institut de Chimie Radicalaire, Aix-Marseille Université, 13013 Marseille, France; mLaboratoire de Microbiologie et de Génétique Moléculaires,
Centre de Biologie Intégrative, Université de Toulouse, CNRS, Université Paul Sabatier (UPS), 31400 Toulouse, France; and nLaboratoire de Bioénergétique et
Ingénierie des Protéines, UMR 7281, Institut de Microbiologie de la Méditerranée, CNRS, Aix-Marseille Université, 13009 Marseille, France

Edited by Ian B. Seiple, University of California, San Francisco, and accepted by Editorial Board Member William F. DeGrado June 21, 2020 (received for review
March 4, 2020)

The emergence of superbugs developing resistance to antibiotics and
the resurgence of microbial infections have led scientists to start an
antimicrobial arms race. In this context, we have previously identified
an active RiPP, the Ruminococcin C1, naturally produced by Rumino-
coccus gnavus E1, a symbiont of the healthy human intestinal micro-
biota. This RiPP, subclassified as a sactipeptide, requires the host
digestive system to become active against pathogenic Clostridia and
multidrug-resistant strains. Here we report its unique compact struc-
ture on the basis of four intramolecular thioether bridges with re-
versed stereochemistry introduced posttranslationally by a specific
radical-SAM sactisynthase. This structure confers to the Ruminococcin
C1 important clinical properties including stability to digestive condi-
tions and physicochemical treatments, a higher affinity for bacteria
than simulated intestinal epithelium, a valuable activity at therapeutic
doses on a range of clinical pathogens, mediated by energy resources
disruption, and finally safety for human gut tissues.
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Rbosomally synthesized and posttranslationally modified pep-
tides (RiPPs) are an important group of compounds that have

stimulated research interest, notably as natural antimicrobial agents
with bacteriocins (1). During RiPPs biogenesis, a precursor peptide
composed of at least a leader and a core sequence is synthesized by
the ribosome. The core peptide is modified by tailoring enzymes,
and then the leader sequence is cleaved by one or two peptidases to
produce the final active product (1–4). Among the RiPPs, sulfur-
to-alpha carbon thioether cross-linked peptides (sactipeptides) are a
subgroup that has emerged in recent years (5–7). Despite spectac-
ular soaring made with genomic tools, the sactipeptide subclass is
currently limited to only seven members. They include subtilosin A
(SboA) (8, 9); thurincin H (10); the sporulation killing factor (SkfA)
(11); thuricin CD that consists of two peptides, Trn-α and Trn-β
(12); thuricin Z or huazacin (13, 14); and the recently characterized
Ruminococcin C1 (RumC1) (15, 16).
The precise mechanistic details of sactipeptide cross-link for-

mation are not fully understood. However, from a chemical point
of view, the thioether bonds in these natural products are distinct
from those of the well-studied lanthipeptides, such as nisin, in
which they are formed between a Cys residue and a β-carbon of a
dehydrated Thr/Ser residue (17). In contrast to the two-step redox

neutral mechanism used for the maturation of lanthipeptides,
radical–S-adenosylmethionine (SAM) sactisynthase enzymes intro-
duce chemically equivalent thioether bonds by a one-step radical-
based mechanism (5–7). The enzymes within this superfamily
contain the canonical CysX3CysX2Cys motif, which binds the
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radical-SAM [4Fe-4S]2+/1+ cluster (referred to as the RS cluster),
in which the fourth, unique iron is used to bind SAM cofactor
(18). In its reduced state, the [4Fe-4S]1+ cluster catalyzes the re-
ductive cleavage of SAM to generate a 5′-deoxyadenosyl radical
(5′-Ado•). This radical abstracts an H- atom from the cognate
substrate to initiate catalysis (18). In the case of the characterized
radical-SAM enzymes involved in the sactipeptide biosynthesis,
H-atom abstraction was shown to occur from the α carbon of the
acceptor residue (5–7). A survey of available structural and
functional data indicates that all radical-SAM enzymes involved
in the sactipeptides biosynthesis contain a C-terminal extension
appended to the radical-SAM domain called SPASM/Twitch do-
main that houses additional [4Fe-4S] clusters (19, 20). In contrast
to the Twitch domains, which bind only one additional cluster,
SPASM domains present a conserved cysteine-rich motif that
coordinates two additional iron-sulfur clusters. The role of these
clusters remains to be clarified, but it was suggested that they
possibly interact with the substrate during catalysis or may also be
implicated in electron transfer (5–7, 21).

Among the seven sactipeptides reported to date, four are
structurally characterized (SboA, thurincin H, Trn-α, and Trn-β),
and all of them have been purified from the genus Bacillus. SboA
is a cyclic peptide with three thioether bridges involving two
phenylalanines and one threonine. Thuricin CD (i.e., Trn-α and
Trn-β) and thurincin H are not cyclic, they present three and four
thioether bridges, respectively. One common feature of SboA, Trn-
α, Trn-β, and thurincin H is that they all present Cys residues in the
N-terminal half and the corresponding partners at the C-terminal
part, a property that folds the peptide in a single hairpin-shaped
form with the hydrophobic residues facing outward as shown by the
available structures (8–10, 12, 22). Sequence analysis of the last
identified sactipeptide, namely, RumC1, suggests a new fold. In-
deed, one pair of cysteines is located at the N-terminal part of the
sequence, while the other one is in the C-terminal end (Fig. 1A).
Recent data on the characterization of mature RumC1 by mass
spectrometry strongly suggest that the thioether network folds the
peptide in a double hairpin-like structure that differs from the
currently reported ones (16). Furthermore, sactipeptides and by
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MRKIVAGKLQTGADFEGSKWGCVCSGSTAVANSHNAGPAYCVGYCGNNGVVTRNANANVAKTA

RumC1-44

Fig. 1. Sequence and 3D structure of Ruminococcin C1. (A) Sequence of RumC1 containing leader peptide (italics) and core peptide (RumC1-44). Cysteine
residues are underlined. (B) Backbone overlay of the 20 lowest target function value conformers for the DDDD stereoisomer of RumC1. (C) Cartoon backbone
representation of the 3D solution structure of RumC1 with the D stereochemistry at Ala12 (α-S), Asn16 (α-S), Arg34 (α-S), and Lys42 (α-S). Cysteine sulfur to
α-carbon thioether cross-links are colored in orange and the position are indicated. (D) Electrostatic surface potential of RumC1, where blue indicates positive
charge and red indicates negative charge. (E) Surface hydrophobicity of RumC1, where yellow represents hydrophobic residues and white represents
hydrophilic residues.
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extension antimicrobial peptides (including RiPPs but not only)
have emerged as a potential trove of new weapons and alternatives
to conventional antibiotics to fight multidrug-resistant (MDR)
bacteria. However, their clinical use remains a challenge due to high
cost of production and sensitivity to physiological or manufacturing
conditions, as well as toxicity for human tissues (23, 24). In this
context, we previously showed that RumC1 has a potent activity
against gram-positive bacteria and is harmless for human cells (16).
Obviously, the next step was to study RumC1 in a clinical con-
text and to address the above-mentioned reasons that prevent an-
timicrobial peptides from being considered for pharmaceutical
development.
In this work, we sought to determine the three-dimensional

(3D) structure of RumC1. The rapid and large-scale production
of 13C- and 15N-labeled mature RumC1, by heterologous expres-
sion in Escherichia coli (16, 25), allowed extensive NMR analyses
to solve the structure of RumC1 and to propose the thioether
network stereochemistry. In the meantime, combined electronic
paramagnetic resonance (EPR) and Mössbauer spectroscopies
enabled us to characterize the Fe-S clusters in RumMc1 sacti-
synthase. Finally, we point out that the fold of RumC1 confers
resistance to physical, chemical, and digestive constraints, features
essential for consideration in pharmaceuticals. The clinical prop-
erties of RumC1 also covers activity against clinical pathogens,
including resistant strains, maintained in a mammalian environ-
ment and mediated through energy resources depletion, without
any impact to human tissues.

Results
RumC1 Sactipeptide Displays a Double Hairpin-Like Structure. The
2D [1H, 15N] HSQC spectrum of RumC1 is well resolved with 39
peptide amide peaks out of 42 expected, thus attesting for the
folding of the protein (SI Appendix, Fig. S1). No NH peaks were
observed for residues C26, G27, and N28, probably due to fast
amide exchange with the solvent and/or high flexibility of the re-
gion. We assigned the backbone carbon, nitrogen, and proton
resonances using a combined strategy of sequential residue corre-
lations based on HNCACB, CBCA(CO)NH, HNCA, HN(CO)CA,
HNCO, and HN(CA)CO triple resonance experiments and
through-space nOe connectivities using 2D [1H, 1H] nuclear
overhauser effect spectroscopy (NOESY), 3D [1H, 15N, 1H], and
3D [1H, 13C, 1H] NOESY experiments. NMR studies of Subtilosin
A, Thuricin CD, and Thurincin H, by Vederas and coworkers have
shown that cysteine sulfur to α-carbon thioether linkages induce a
10- to 15-ppm downfield shift for the α-carbon atoms of bridged
residues (8–10, 12, 22). Moreover, through-space nOe interactions
were observed between the β protons of cysteines and the amide
proton (NH) of modified residues (8–10, 12, 22). In the same
manner, we have demonstrated that RumC1 contains four sulfur
to α-carbon thioether cross-links between Cys3 and Asn16, Cys5
and Ala12, Cys22 and Lys42, and Cys26 and Arg34 (16). Since
there are four thioether bridges, each can adopt one of the two
possible configurations at the α-carbon atom (L or D). Conse-
quently, 16 stereoisomers must be considered to establish the 3D
structure of RumC1. Calculations for all 16 stereoisomers were
carried out using the combined assignment and dynamics algo-
rithm for NMR applications (CYANA) software, and seven
rounds performed on each stereoisomer using the same NMR
restraints file (26). The structural statistics and constraint viola-
tions (SI Appendix, Table S1) allowed us to identify the stereo-
isomer with the D stereochemistry at Ala12 (α-S), Asn16 (α-S),
Arg34 (α-S), and Lys42 (α-S) as a representative structure given 1)
the absence of thioether bridge constraint violations, 2) the great
number of nOe connectivities used in the structure calculation,
and 3) the lowest average target function value and a low root
mean square deviation (rmsd). To improve the structure of the
DDDD stereoisomer, an additional refinement step by returning
to the NOESY spectra to eliminate the ambiguities found during

the structure calculation by the CYANA software was added. The
resulting structural statistics of the 20 conformers for the DDDD
isomer of RumC1 are summarized in SI Appendix, Table S2. The
backbones of the 20 lowest target function value conformers for
the DDDD isomer of RumC1 superimpose quite well with an
rmsd value of 0.81 Å for the backbone (Fig. 1B). The 3D structure
of RumC1 is thus composed on both sides by two α helices and in
the middle by a two-stranded parallel β-sheet fragment and the
whole stiffened by four cysteine sulfur to α-carbon thioether cross-
links (Fig. 1C).
The electrostatic surface potentials present an overall positive

charge (Fig. 1D), and the surface hydrophobicity of the DDDD
stereoisomer shows a majority of hydrophilic residues (Fig. 1E).
The compact 3D solution structure of RumC1 reveals a new
sactipeptide fold and by extension a new antimicrobial peptide
fold (SI Appendix, Fig. S2A). Four sulfur to α-carbon thioether
bridges with a DDDD stereochemistry have been already
reported for thurincin H (10). However, the presence of an ad-
ditional two-stranded parallel β-sheet fragment in the middle of
RumC1 induces a new fold, thus resulting in a different location
of the thioether cross-links (SI Appendix, Fig. S2 B–E) (9, 10, 22).

Expression, Purification, and Characterization of the RumMc1
Sactisynthase. RumMc1 is predicted to contain accessory Fe-S
clusters, in addition to the RS cluster; thus, we decided to
coexpress the rumMc1 gene with the pDB1282 plasmid, which
encodes for a set of proteins involved in iron-sulfur cluster bio-
genesis (IscS, IscU, IscA, HscB, HscA, and Fdx) (27). After the
final step of anaerobic purification, the purity was evaluated by
sodium dodecyl sulfate/polyacrylamide gel electrophoresis (SDS/
PAGE) to be over 95% (SI Appendix, Fig. S3). As expected, the
holo-RumMc1 protein was dark brown in color, and the iron
titration revealed, on average, 10 metal centers per monomer. In
good agreement, the UV-vis spectrum of holo-RumMc1 suggests
the presence of [4Fe-4S] clusters (Fig. 2A, solid line). Mössbauer
spectroscopy on 57Fe-enriched oxidized holo-RumMc1 was then
used to deeply investigate the nature of the Fe-S clusters. The
experimental spectrum recorded at T = 77 K (dashed line) could
be simulated (red line) with the three components 1, 2, and 3 in a
2:1:1 ratio (Fig. 2B). Components 1 and 2 are characterized by
similar isomer shifts (δ) with δ = 0.42 mms−1 for component 1
and δ = 0.44 mms−1 for component 2, while the quadrupole
splitting (ΔEq) varies with ΔEq = 0.98 mms−1 for component 1
and ΔEq = 1.30 mms−1 for component 2. These values are in a
typical range for Fe2,5+ ions in a diamagnetic [4Fe-4S]2+ cluster
(28–30). This is supported by simulations of the spectra recorded
at T = 4.2 K in external fields of B = 0.1 T and B = 5 T (SI
Appendix, Fig. S4 A and B) based on the spin Hamilton for-
malism assuming a total spin of S = 0. The 2:1 ratio suggests that
holo-RumMc1 contains three [4Fe-4S]2+ clusters. This is sup-
ported by the sequence alignment of RumMc1 with other related
proteins that contain conserved cysteine residues localized at the
C-terminal half of the protein (SI Appendix, Fig. S5). Hence, we
can conclude that component 1 represents eight Fe2,5+ ions in the
same tetrahedral sulfur environment belonging to two [4Fe-4S]2+

clusters while component 2 corresponds to four indistinguishable
Fe2,5+ ions present in the single [4Fe-4S]2+ cluster supposed to
contain the SAM-binding iron site (RS cluster). The difference in
ΔEq between components 1 and 2 points to a slightly different
distribution of electron density. Component 3 is characterized by
δ = 0.33 mms−1 and ΔEq = 0.49 mms−1 typical for Fe3+ high spin
(S = 5/2) in a tetrahedral sulfur environment (28). This compo-
nent was adequately simulated (SI Appendix, Fig. S4A, with an
external magnetic field) by combining contributions from three
distinct but antiferromagnetically coupled Fe3+ centers, thus result-
ing in a global S = 1/2 spin state as described for a paramagnetic
[3Fe-4S]1+ cluster (31, 32). The respective hyperfine parameters are
characteristic for [3Fe-4S]1+ clusters (SI Appendix, Fig. S4B) (31, 32).
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Upon addition of dithionite on the holo-RumMc1, the absorption
decreased over the entire 310 to 420 nm range as expected for the
conversion of the S = 0 [4Fe-4S]2+ chromophore to the S = 1/
2 [4Fe-4S]1+ level (Fig. 2A, dashed line). This reduced form has
been investigated by X-band EPR spectroscopy in order to gain
insights into the individual features of the three [4Fe-4S] clusters
involved. The experimental EPR spectrum of holo-RumMc1 is
extremely rich, suggesting the presence of multiple S = 1/2 [4Fe-4S]1+

clusters (Fig. 2C, black line). It was satisfactorily simulated con-
sidering the three following sets of g tensors: [2.034, 1.913, 1.870]
(set A), [2.050, 1.937, 1.902] (set B), and [2.074, 1.932, 1.885] (set
C) (Fig. 2 C and E). Addition of the natural SAM cofactor then
induced a substantial change in the spectrum that was well sim-
ulated with four sets of g tensors: [2.034, 1.910, 1.860] (set A),
[2.049, 1.937, 1.904] (set B), [2.073, 1.932, 1.885] (set C), and
[2.076, 1.930, 1.852] (set A′) instead of three (Fig. 2 D and E). As
the contribution of set A has to be lowered to achieve a reliable

simulation, these experiments support that set A originates from
the RS cluster, while sets B and C rely on two additional clusters.
The new component A′ was assigned to the amount of the RS
cluster, which is bound to the SAM as previously described
in ref. 33.

Efficient Maturation of RumC1: Both the Leader and the Core Sequences
Are Crucial. Here we sought to gain insights into the features of
RumC1 that are required for its efficient maturation by RumMc1. It
is established that the posttranslational modification of RiPPs is an
event that is dependent on the presence of the leader peptide (2).
For example, in the case of the sactipeptide subclass, Marahiel and
coworkers have shown that AlbA failed to transform a variant of the
SboA peptide without its leader sequence in a mature sactipeptide
(34). We investigated the maturation of RumC1 by the way of an
in vitro assay in the presence of RumMc1, the SAM cofactor, and
dithionite as an external electron source. These experiments were

Fig. 2. Spectroscopic characterizations of holo-RumMc1. (A) UV-vis spectrum of holo-RumMc1 in the absence (solid trace) or the presence of dithionite
(dashed trace). (B) Mössbauer spectrum of holo-RumMc1 taken at T = 77 K with the simulation (red solid line) representing the sum of the subcomponents 1,
2, and 3 (black lines). Components 1 and 2 are simulated in a ratio of 2:1 and represent two diamagnetic [4Fe4S]2+ clusters. One [4Fe-4S]2+ cluster is supposed
to bind SAM. Component 3was assigned to Fe3+ ions present in a [3Fe-4S]1+ cluster in a S = 1/2 state. The respective Mössbauer parameters obtained from the
simulation of the spectra at 77 K are summarized below the spectrum. (C) X-band continuous wave (CW) EPR spectra of dithionite-reduced holo-RumMc1. The
black line represents the experimental spectrum, while the red trace is the simulated spectrum by using three components, A, B and C. (D) X-band CW EPR
spectra of dithionite-reduced holo-RumMc1 in the presence of SAM. The black trace represents the experimental spectrum, while the red trace is the sim-
ulated spectrum by using four components, A, B, C, and A′. (E) g values of components A, B, C, and A′ used to simulate the experimental EPR spectra.
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performed with a full-length RumC1 precursor peptide, a leaderless
variant of 44 amino acids (RumC1-44), and a third condition in
which the leader sequence and the core peptide were dissociated
but both present in the solution (RumC1-44-LS). The reaction
mixtures were analyzed by liquid chromatography-mass spec-
trometry (LC-MS) to detect the formation of thioether bonds
within the three substrates (SI Appendix, Fig. S6). Since the full
maturation of RumC1 leads to the formation of four thioether
bonds, the percentages of maturation (SI Appendix, Fig. S6A)
account for the species that present a loss of 8 Da in mass
compared to the unmodified substrate. The data clearly indicate
that only the RumC1 peptide is fully modified, both RumC1-44
and RumC1-44-LS led to less than one and ten percent of spe-
cies with four thioether linkages, respectively (SI Appendix, Fig.
S6 A and B). It has to be noted that attempts to yield mature
peptides form the latter two substrates lead mainly to a mixture
of peptides harboring partial maturation with 2 and 3 thioether
bonds (SI Appendix, Fig. S6 C and D). In good agreement with
the lack of maturation of RumC1-44 during the in vitro enzy-
matic assay, we also observed that no mature peptide is obtained
when this leader less form of RumC1 is produced in vivo using
the heterologous expression and maturation protocol in E. coli
(SI Appendix, Fig. S7A).
In contrast to the sactipeptides identified so far, the thioether

connectivity in RumC1 folds the peptide in a double hairpin-like
structure. Sequence alignments of the five RumC isoforms shows
a strictly conserved Gly18/Pro19 motif in the loop region be-
tween the two hairpins (16). We therefore sought to determine
whether this motif is necessary for inducing a turn in the se-
quence and allowing the peptide maturation by RumMc1. For
this, we replaced the Gly18/Pro19 motif by Ala18/Ala19. LC-MS
analysis of the heterologously expressed Ala18/Ala19 RumC1
variant clearly demonstrates the lack of maturation, thus sug-
gesting that the loop alteration in RumC1 may disturb substrate–
enzyme interactions that are crucial for the formation of the
thioether network (SI Appendix, Fig. S7B). As reported by Grove
et al. for CteA (21), these results suggest that the binding of
RumC1 by RumMc1 involves determinants from both the leader
and the core sequences.

The Compact Structure Confers a High Stability to RumC1. Studies
have proven the potent activity of sactipeptides (12, 35); how-
ever, there is a lack of evidence showing that they possess the
physiochemical properties necessary for in vivo administration
and, from an applied point of view, for pharmaceutical devel-
opment (35). Consequently, we assayed the tolerance of RumC1
to such properties. RumC1 showed no loss of activity when ex-
posed to acidic or basic pH from 2 to 11 (Fig. 3A). Furthermore,
RumC1 was resistant to 70 and 100 °C for up to 1 h and more
than 15 min, respectively, meaning that RumC1 possesses the
intrinsic thermal resistance that is required for drug formulation
processes (Fig. 3B). Because of their sensitivities to enzymatic
digestion or to physiological salts concentrations and blood en-
zymes, the administration of antimicrobial peptides by oral route
and/or systemic injection is limited. Interestingly, the activity of
RumC1 was not impaired by salt concentrations higher than
150 mM for NaCl and 2 mM for MgCl2 (Fig. 3C), which are
considered as physiological saline conditions. Likewise, incuba-
tion in human serum at 37 °C up to 24 h did not affect the activity
of RumC1 (Fig. 3D). RumC1 was finally treated with pepsin at
pH 2.5 for 2 h at 37 °C and with pancreatin at pH 6.5 for 5 h at
37 °C in order to mimic the human gastric and intestinal com-
partments, respectively. RumC1 showed no loss of activity, and its
integrity was revealed by MS analysis after these treatments,
whereas the lanthipeptide nisin used as a positive control for pan-
creatin activity showed reduced antimicrobial potency (Fig. 3E and
SI Appendix, Fig. S8 A and B). Pepsin activity was confirmed as well
by hydrolysis of Bovine Serum Albumine (BSA) (SI Appendix, Fig.

S8A). Therefore, the thioether network leading to a compact
structure of RumC1 confers to the sactipeptide high resistance to
physicochemical treatments and to the physiological but harsh
conditions encountered in blood or in the digestive tract after sys-
temic or oral administration.

RumC1 Is Able to Act on a Simulated Infected Intestinal Epithelium.
Many studies on antimicrobial peptides show their direct activity
on bacterial cultures, without considering their efficiency in a
mammalian environment, such as an infected epithelium. In-
deed, antimicrobial peptides can act on bacteria but can also
insert into eukaryotic cells or merely bind to their surface (24,
37), which could cause a partial loss of activity against extracel-
lular pathogens. On the contrary, some peptides have higher
affinity for bacterial cells than host cells (38). Therefore, we
assayed the potency of RumC1 against Bacillus cereus, an aero-
tolerant human intestinal opportunistic pathogen, on simulated
gut epitheliums using Caco2 and T84 cells as models of human
small intestinal and colonic epithelium, respectively. B. cereus was
able to grow on untreated monolayers of Caco2 and T84, whereas
treatment with RumC1 was effective to clear the infection (SI
Appendix, Fig. S9). The minimum inhibitory concentration (MIC)
of RumC1 against B. cereus was measured in the eukaryotic cell
line culture medium in the presence or the absence of human
intestinal cells. The MIC value did not increase in the presence of
intestinal cells when RumC1 was added 30 min before, concom-
itantly with, or 30 min after the bacterial cells (Fig. 4A). Indeed,
no loss of activity was detected as well when B. cereus was allowed
to colonize the epithelium for 30 min before adding RumC1
(Fig. 4A). Therefore, it appears that RumC1 has a preferential
affinity for bacterial cells rather than host cells. Finally, these re-
sults suggest that the physiological environment of the two cell
lines did not affect significantly the activity of RumC1.

RumC1 Displays a Potent Activity Against Gram-Positive Pathogenic
Clinical Isolates. We previously showed that RumC1 is active
against a broad range of gram-positive bacteria including resis-
tant and multiresistant strains (16) but focusing only on collec-
tion strains. In order to evaluate the potentiality of RumC1 being
considered for pharmaceutical development, we investigated its
activity against gram-positive strains isolated in a clinical context
from humans or animals (i.e., broiler chickens). As RumC1 was
first identified for its anti-Clostridium perfringens activity (16, 39,
40), we measured the MIC of the sactipeptide against a large
panel of C. perfringens clinical isolates (Fig. 4B). RumC1 was ac-
tive under the micromolar range (between 0.4 and 0.8 μM) on all
of the 10 strains tested. In comparison with the reference mole-
cules, usually used to eradicate C. perfringens, RumC1 showed a
higher activity than metronidazole (12 to 23 μM) and an activity
similar to vancomycin (0.2 to 0.4 μM). Interestingly, in a livestock
context, RumC1 was active not only against the CP24 C. per-
fringens strain isolated from a healthy broiler chicken but also
against strains isolated from animals suffering from dysbiosis or
necrotic enteritis, CP56 and CP60, respectively (41). In addition,
RumC was also active against C. perfringens strains isolated from
humans suffering from bacteremia (n = 6) (Fig. 4B).
Then, we studied the effect of RumC1 on another main intes-

tinal pathogen from the Clostridium genus, Clostridium difficile.
RumC1 showed activity against collection and clinical strains of C.
difficile with lower MIC (0.3 to 0.6 μM) than two of the most
common antibiotics used for C. difficile intestinal infections,
i.e., metronidazole (1.5 μM) and vancomycin (0.3 to 0.7 μM)
(Fig. 4B). Moreover, RumC1 is also efficient at the micromolar
range against other intestinal pathogens (clinical and collection
strains) of main importance such as Listeria monocytogenes, B.
cereus, Enterococcus faecalis, and Enterococcus faecium including
strains resistant to amoxicillin and/or vancomycin (Fig. 4B). Beside
its activity against pathogens causing gut infections, RumC1 is also
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active against a clinical Streptococcus pneumoniae strain at a low
MIC (0.3 μM), a pathogen responsible of multiple types of in-
fection (including respiratory tract infection, meningitis, and
septicemia) (Fig. 4B).

The Killing Mechanism of RumC1 Involves Energy Resource Shortage.
Unlike many bacteriocins, RumC1 does not have a pore forming
action (16); we therefore investigated its effects on the main
macromolecules synthesis pathways usually targeted by antibi-
otics. C. perfringens cells were exposed to RumC1, and the syn-
thesis of DNA, RNA, proteins and peptidoglycan was followed
by measuring the incorporation of radiolabeled precursors. Re-
markably, RumC1 was able to inhibit the synthesis pathways of
the four macromolecules with efficacies similar to conventional
antibiotics targeting each of these pathways (Fig. 5A). As these
synthesis pathways are all energy-dependent, we assayed the
potency of RumC1 to break such energy resources. Thus, we
measured by bioluminescent assay the ATP released by C. per-
fringens cells in the extracellular medium and then lysed cells to
derive the intracellular ATP content (Fig. 5B). Upon treatment
with RumC1 for 15 min, outer ATP was not increased compared

to cells untreated, whereas inner ATP decreased in a dose-
dependent manner. Treatment with nisin, a pore-forming bac-
teriocin led to drastic increase of outer ATP, whereas metroni-
dazole does not impact ATP synthesis pathway. Since the
synthesis of DNA, RNA, proteins, and peptidoglycan accounts
for the consumption of ∼70% of the total ATP content of bac-
teria, their observed inhibition is likely linked to ATP depletion,
and therefore, the specificity of RumC1 could be related to an
inhibition of the ATP synthesis pathway (42).

Integrity of Human Tissues Treated with RumC1. We previously
reported that RumC1 was a safe new antimicrobial peptide be-
cause of its lack of in vitro toxicity on gastric and intestinal cell
lines culture (16). To further characterize the safety of RumC1,
we assayed the toxicity of the sactipeptide ex vivo, directly on
human ileocecal tissues. Intestinal explants were isolated from
unaffected area of ileocecal resection from two patients diag-
nosed with intestinal carcinoma and were incubated with RumC1
at 100 μM or the detergent CTAB at 300 μM for 4 h. Control and
RumC1 exposed human intestinal explants displayed normal tissue
organization with normal crypt and villosity lengths and no sign of

Fig. 3. Stability of RumC1. RumC1 was exposed (A) to a range of pH for 1 h, (B) to high temperatures up to 1 h, and (C) to human serum up to 24 h, before
measuring its MIC. (D) MIC of RumC1 was determined in MH medium supplemented with NaCl or MgCl2. In A–D, all MICs were determined against C.
perfringens. Residual antimicrobial activity was calculated based on the MIC of untreated RumC1. (E) Stability of RumC1 in conditions mimicking the GI tract.
MIC of RumC1 against C. perfringens was determined after exposure to digestive enzymes. Nisin was used as a positive control of pancreatin activity. Residual
antimicrobial activity was calculated based on the MIC of untreated bacteriocins. Superscript a indicates that residual antimicrobial activity was measured in
this study. Superscript b indicates data published by Jarvis and Mahoney (36).
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epithelial desquamation or erosion, in accordance with data we
obtained previously in vitro on human intestinal cell lines. Conversely,
exposure to CTAB, used as positive control of tissue damages, caused
important lesions to the human intestinal epithelium with cell des-
quamation and shortening of the crypts and villosities (Fig. 6).

Discussion
In this study, we elucidated the 3D structure of mature Rumi-
nococcin C1 from Ruminococcus gnavus E1. NMR experiments
clearly showed that the thioether network of RumC1, involving
four sulfur to α-carbon bridges, folds the peptide into a double
hairpin-like motif, which differs from the currently reported
structures within the sactipeptide family. By extension, the fold
not described so far includes two-stranded parallel β sheets into
the core enclosed between two parallel α helixes. In contrast to a
recent report by Berteau and coworkers, where the residues in-
volved in the thioether bridges were identified to be L-con-
figurated, after hydrolysis and derivatization (15), here we found
that the stereoisomer that fits best with the NMR data featured
D-configurations at Ala12, Asn16, Arg34, and Lys42. RumC1

has a global positive charge at physiological pH and displays a
constrained and rigid backbone structure that presents a mostly
hydrophilic surface unlike sactipeptides with known structures
presenting mostly hydrophobic surfaces. These sactipeptides, like
most of the bacteriocins that target gram-positive strains, have a
pore-forming mode of action. Despite an overall cationic charge,
RumC1 is unable to insert into lipids extracts most likely due to its
hydrophilic surface and exerts probably an intracellular mode of
action reaching one or more specific targets by active transport.
The double hairpin-like structure of RumC1 provides stability

to pH and high temperatures, which could facilitate pharma-
ceutical manufacturing processes. We also showed that RumC1 is
resistant to digestive proteolytic conditions, most likely because
the sites of cleavage are protected by the four thioether bonds and
the tridimensional folding of the peptide. Many RiPPs including
sactipeptides, such as Subtilosin A and Thuricin CD, are not re-
sistant to both pepsin and pancreatic proteases (43, 44), implying
that the original folding of RumC1 offers additional protection.
Moreover, RumC1 is also resistant to physiological salts conditions
as well as to human serum, which can both be detrimental for an

Fig. 4. Antimicrobial activity of RumC1. (A) Activity assays of RumC1 on B. cereus grown in eukaryotic cell culture medium in the absence or the presence of a
simulated intestinal epithelium. Small and colic intestine compartments were simulated by Caco2 and T84 culture cells monolayer respectively, whereas
RumC1 was added before (30 min), concomitantly with, and after infection (30 min) with 5 × 105 CFU/mL B. cereus culture. (B) Activity spectrum of RumC1
against laboratory and clinical gram-positive pathogens. Collection strains and clinical isolates are indicated. The table includes MIC of conventional anti-
biotics commonly used for clinical treatment and considered here as references (i.e., metronidazole, vancomycin, and amoxicillin). Acquired resistance to
antibiotics were determined following the European Committee on Antimicrobial Susceptibility Testing 2019 clinical breakpoint tables and are indicated by R,
whereas i.r. refers to intrinsic resistance, and asterisk refers to the laboratory isolate references.
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exogenous compound. Based on these considerations, we followed
our investigations of RumC1 in a preclinical context. The first step
was to ensure that RumC1 could cure infections in the mammalian
environment. Therefore, we treated with RumC1 a B. cereus-
infected simulated epithelium. RumC1 remained active at very
low doses, exactly at the same level as the MIC obtained in the
absence of eukaryotic cells. This observation confirms the stronger
affinity of RumC1 for bacterial versus host cells and the specific
primary function of RumC1 as antibiotic compound. Then we
checked that RumC1 has potent activity on gram-positive clinical
pathogens and not only on collections strains. RumC1 showed
strong activity under the micromolar range toward Clostridia
pathogens from both human and animal origins. The measured
MICs are equivalent to vancomycin, one of the reference antibi-
otics used in therapy against these pathogens, and lower than
metronidazole, another reference antibiotic known to generate
resistance (16). Therefore, the use of RumC1 to treat infections
caused by C. perfringens or C. difficile should be considered. In-
deed, from a livestock point of view, C. perfringens can cause ne-
crotic enteritis, which is one of the most common infections in
broiler chickens with mortality rates as high as 50% and resulting
in dehydration and lesions on intestinal mucosa or other organs
like the liver, spleen, heart, or kidneys (45). On the other hand, C.
difficile is a major human pathogen causing nosocomial infections
and community-associated diarrhea and is responsible for 250,000
intestinal infections per year in the United States, associated with
a mortality rate of 15 to 20%. In 2019, C. difficile has been clas-
sified by the Centers for Disease Control and Prevention (CDC)

as an urgent threat for which new antimicrobials are needed (46,
47). In the same line, RumC1 is active against amoxicillin and
vancomycin resistant E. faecium, registered on all priority lists of
human pathogens for which new antimicrobials are urgently
needed. It is registered by the CDC as a serious concern that re-
quires prompt action and by the World Health Organization
(WHO) on the “antibiotic-resistant priority pathogens” as high
concern. E. faecium is also pointed to by the Infectious Diseases
Society of America across the “ESKAPE pathogens” list of bac-
teria, which includes E. faecium, Staphylococcus aureus, Klebsiella
pneumoniae, Acinetobacter baumannii, Pseudomonas aeruginosa,
and Enterobacter spp. (48), for its ability to escape the effects of
the commonly used antibiotics through evolutionarily developed
mechanisms of resistance (49). E. faecium, characterized by drug
resistance mechanisms, commonly causes life-threatening noso-
comial infections among critically ill and immunocompromised
individuals. Consequently, it is important to note that RumC1 is
particularly active against this pathogen with a MIC of 1,2 μM;
thus, it could be considered as a potential therapeutic solution. In
the case of S. pneumoniae, with a prevalence of 1.2 million of
infections per year in the United States, leading to its inclusion
into the CDC and the WHO lists of priority pathogens, the use of
RumC1 with a MIC of 300 nM may also be relevant. It should be
noted that RumC1 is a broad-spectrum anti–gram-positive mole-
cule directed against resistant anaerobic and aerobic clinical
pathogens, which is rare in the antibiotics market with a few ex-
ceptions such as vancomycin, thus enhancing its clinical potential.
Moreover, we showed that RumC1 inhibits the synthesis of mac-
romolecules including DNA, RNA, proteins, or peptidoglycan and
the production of ATP. At this stage, since the main biosynthetic
pathways are inhibited, it is conceivable that RumC1 applies its
antimicrobial activity intracellularly through a nonspecific mech-
anism or, conversely, targeting specifically ATP synthases and thus
disrupting all necessary energy resources, such as bedaquiline, the
only antibiotic currently on the market targeting ATP synthases
but used only for the treatment of infections caused by Myco-
bacterium (50). Otherwise, we have previously identified that the
phenotype induced by RumC1 treatment resembles the one in-
duced by metronidazole in C. perfringens (16). However, we have
shown here that metronidazole only inhibits DNA synthesis and,
to a lesser extent, protein synthesis. Metronidazole is known to
impact DNA synthesis and repair systems and most likely in-
hibits the activity of the strictly ATP-dependent ribonucleotide

Fig. 5. Antibacterial mode of action of RumC1. (A and B) Cells of C. per-
fringens in early log phase were either treated with RumC1, control antibi-
otics, metronidazole, or nisin or left untreated. Each experiment was done in
independent triplicates. (A) After 15 min of treatment at 5×MIC, C. perfringens
cells were incubated with radiolabeled precursors of DNA, RNA, proteins, and
peptidoglycan for 45 min. The synthesis of each pathway was measured by
radioactivity counts. Gemifloxacin, rifampicin, tetracycline, and vancomycin
were used as control antibiotics for the inhibition of DNA, RNA, proteins, and
peptidoglycan, respectively. Radiolabeled precursor incorporation is expressed
as a percentage of maximum incorporation determined with the untreated
condition. (B) After 15 min of treatment, the ATP present in the extracellular
media (outer ATP) was measured by bioluminescence, then cells were lysed and
the ATP content in the extracellular media was measured again. The inner ATP
content was deduced from the difference between ATP content in the extra-
cellular media before and after cell lysis. Cells were treated with 2.5×, 5×, and
10× MIC for each condition. Relative light units (RLU) are expressed as per-
centages normalized by the value of the inner ATP content of untreated cells.

Untreated RumC1 CTAB

Fig. 6. Untreated (Left) and RumC1 (Middle, 100 μM) exposed human in-
testinal explants display normal tissue organization with normal crypt and
villosity lengths and no sign of epithelial desquamation or erosion. CTAB
(Right, 300 μM) exposure caused important lesions to the human intestinal
epithelium with cell desquamation and shortening of the crypts and villosities.
Human intestinal explants were treated with RumC1 or CTAB for 4 h before H&E
staining and microscopic observations as described in Materials and Methods.
Images are representative of overall observed effects. (Scale bar, 50 μm.)
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reductase by modulating the redox state of cells, but its precise
mechanism remains elusive (51). Here we suggest that the pheno-
typic similarities induced by RumC1 and metronidazole might arise
from a DNA synthesis inhibition and possibly other common
events, although they certainly do not share the same mechanism.
Therefore, further in-depth investigations are needed to resolve
the potentially unique intracellular mode of action of RumC1.
Finally, we followed our preclinical studies by assessing the safety
of RumC1 on gut tissues directly sourced from patients. RumC1
did not induce epithelial lesions at a dose about a hundred times
higher than the effective antimicrobial dose. This observation
could be expected as humans have been exposed to RumC1
through evolution as this peptide is produced by a symbiotic
bacterium present in the gut microbiota of healthy adults. Overall,
RumC1 encompasses properties essential for a drug candidate to
cure intestinal infections, especially since 1) it can be adminis-
trated by oral route, 2) it is active in the intestinal epithelium
environment, 3) RumC1 shows activity at therapeutic doses against
clinical intestinal resistant pathogens, and finally, 4) it is safe for gut
tissues. Only a few AMPs meet all of the conditions that are nec-
essary for reaching the marketing step, i.e., respecting the conditions
of stability, presenting activity under physiological conditions (in-
cluding in the presence of eukaryotic cells), owning antimicrobial
effect against clinical pathogens at very low doses including resistant
or MDR, and finally, retaining safety for human cells and tissues. It
is interesting to note that RumC1 fulfills all these conditions, except
one remaining bottleneck for the industrial-scale use, which con-
cerns the cost of production. RumC-like synthetic molecule devel-
opment could be addressed to solve this concern and highlight the
great potential of this original sactipeptide.

Materials and Methods
Detailed descriptions of materials and methods, including expression, puri-
fication of (13C, 15N)-labeled mature RumC1, NMR studies, structure calcu-
lations, EPR and Mössbauer analyses of RumMc1, stability assays of RumC1,
and MIC determinations are given in SI Appendix.

Supporting Information. SI Appendix, Figs. S1–S9, as well as SI Appendix,
Tables S1 and S2, are provided.

Data Availability. All data needed to evaluate the conclusions in the paper
are present in the paper and the SI Appendix. All of the peak lists and the
complete 1H, 13C, and 15N backbone and side chain chemical shift assign-
ments of RumC1 have been deposited into the Biological Magnetic Reso-
nance Databank (www.bmrb.wisc.edu) under accession code 50027.
Coordinates of the 20 conformations of DDDD stereoisomer of RumC1 have
been deposited into the Protein Data Bank under accession code 6T33.
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