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ABSTRACT Lactococcin A (LcnA), a class Ild bacteriocin, induces membrane leak-
age and cell death by specifically binding to the membrane receptor-mannose
phosphotransferase system (man-PTS), as is the case for pediocin-like (class Ila)
bacteriocins. The cognate immunity protein of bacteriocins, which protects the pro-
ducer cell from its own bacteriocin, recognizes and binds to the bacteriocin-man-
PTS complex, consequently blocking membrane leakage. We previously deciphered
the mode of action and immunity of class lla bacteriocins. Here, we determined
the structure of the ternary complex of LcnA, LciA (i.e., the immunity protein), and
its receptor, i.e, the man-PTS of Lactococcus lactis (Il-man-PTS). An external loop on
the membrane-located component IIC of ll-man-PTS was found to prevent specific
binding of the N-terminal region of LcnA to the site recognized by pediocin-like
bacteriocins. Thus, the N-terminal B-sheet region of LcnA recognized an adjacent
site on the extracellular side of ll-man-PTS, with the LcnA C-terminal hydrophobic
helix penetrating into the membrane. The cytoplasmic cleft formed within the
man-PTS Core and Vmotif domains induced by embedded LcnA from the periplas-
mic side is adopted by the appropriate angle between helices H3 and H4 of the
N terminus of LciA. The flexible C terminus of LciA then blocks membrane leak-
age. To summarize, our findings reveal the molecular mechanisms of action and
immunity of LcnA and LciA, laying a foundation for further design of class Iid
bacteriocins.

IMPORTANCE Class Ild (lactococcin-like) bacteriocins and class lla (pediocin-like) bac-
teriocins share a few similarities: (i) both induce membrane leakage and cell death
by specifically binding the mannose phosphotransferase system (man-PTS) on their
target cells, and (i) cognate immunity proteins recognize and bind to the bacterio-
cin-man-PTS complex to block membrane leakage. However, class Ild bacteriocins
lack the “pediocin box” motif, which is typical of class lla bacteriocins, and basically
target only lactococcal cells; in contrast, class lla bacteriocins target diverse bacterial
cells, but not lactococcal cells. We previously solved the structure of class lla bacter-
iocin-receptor-immunity ternary complex from Lactobacillus sakei. Here, we deter-
mined the structure of the ternary complex of class Ild bacteriocin LcnA, its cognate
immunity protein LciA, and its receptor, the man-PTS of Lactococcus lactis. By com-
paring the interactions between man-PTS and class lla and class Ild bacteriocins, this
study affords some clues to better understand the specificity of bacteriocins target-
ing the mannose phosphotransferase system.

KEYWORDS antibiotic resistance, antimicrobial peptides, mannose phosphotransferase
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Deciphering the Structure of LcnA, LciA, and the Man-PTS of Lactococcus lactis

n increasingly wide range of bacteria has developed resistance to antibiotics (1);

therefore, it is vital to identify alternative treatments for infections caused by antibi-
otic-resistant pathogens. Antimicrobial peptides (AMPs) can evidently inhibit the growth
of several multidrug-resistant bacteria (2). Bacterial AMPs, or bacteriocins, are peptidic
toxins that can inhibit the growth of similar or closely related bacterial strains (3, 4).
Organisms are immune to their own bacteriocins, a trait that is mediated by certain im-
munity proteins (5). Bacteriocins from Gram-positive species can be typically classified
into three main classes (6): (i) class | (=5 kDa), comprising the unusual amino acids lan-
thionine and methyllanthionine (e.g., nisin); (ii) class Il (heat stable, =10 kDa), without
any posttranslational modifications; and (iii) class Ill (=30 kDa), which are high molecular
weight bacteriocins. Class Il (non-lanthionine-containing) bacteriocins can be further
subdivided (7) into (i) lla, which are pediocin-like linear peptides and often contain one
or two disulfide bonds and a conserved “pediocin box” motif (8-10); (ii) llb of two-pep-
tide bacteriocins, which require the presence of the two components for activity; (iii) llc,
which are cyclic bacteriocins; and (iv) Ild, a miscellaneous group of linear peptides that
do not fit into any of the other subclasses. Although class Ild bacteriocins share no
sequence similarity with class lla bacteriocins, certain members of this group, also known
as lactococcin A (LcnA)-like bacteriocins (e.g., LcnA and LenB [11]; garvicin Q [12]; garvi-
cin A, B, and C [13]; BacSJ [14]; ubericin K [15]; garvicin AG1 and AG2 [16]; and angicin
[17]) (Fig. S1), seem to share some common mechanistic features for cell targeting and
immunity. Similar to class lla bacteriocins, LcnA-like bacteriocins use membrane-located
components (ManYZ or IIC/IID) of the mannose phosphotransferase system (man-PTS) as
a receptor (18). For conferring immunity, immunity proteins form a complex with the
man-PTS (receptor) and cognate bacteriocins. However, classes lla and Ild markedly differ
from each other in their inhibitory spectra. Class lld bacteriocins exclusively target lacto-
coccal cells, while class lla bacteriocins, as a group, target cells belonging to diverse bac-
terial genera, but not lactococcal cells. This difference in target specificity possibly relies
on minor differences in membrane-located components of the man-PTS in lactococcal
and non-lactococcal cells, i.e., region-g, region- 3, and region-y (19).

Although molecular interactions among class lla bacteriocins (e.g., pediocin PA-1
and sakacin A) and their cognate man-PTSs have been elucidated (20, 21), it is chal-
lenging to deduce the molecular mechanism of LcnA across various subclasses. It is im-
portant to elucidate which components of the man-PTS differentiate the recognition
of class lla or LcnA-like bacteriocins, as well as the role of specific immunity proteins.
Thus, in this study, we aimed to study the ternary complex between LcnA, the LcnA im-
munity protein LciA, and the man-PTS of Lactococcus lactis (22).

RESULTS AND DISCUSSION

A ternary complex of LcnA and LciA with the membrane embedded part of the
man-PTS of L. lactis. In the LcnA-producing bacteria, LcnA is translated as a precursor
peptide that contain 21 residue-long N-terminal leader sequence (Fig. S1). LcnA matu-
ration occurs with the cleavage after the GG motif, and secretion out of the cell by an
ABC transporter and peptidase. To obtain the appropriate amount of ternary complex
between mature LcnA (residues 22 to 75), immunity protein LciA and man-PTS mem-
brane components of L. lactis (Il-man-PTS) in Escherichia coli for structural study, the
signal sequence of MBP (Maltose-Binding-Protein) as well as MBP were fused to the N
terminus of mature LcnA to secret the MPB-LcnA chimeric protein into the periplasm.
Meanwhile, a flag-tagged LciA and Il-man-PTS were coexpressed in Escherichia coli as
well. After anti-MBP affinity resin and size exclusion chromatography purification, peak
fractions were concentrated for cryo-electron microscopy (cryo-EM) analysis. A total of
1,529,899 selected particles of approximately 200 kDa yielded a three-dimensional
cryo-EM reconstruction at an overall resolution of 2.98 A (Fig. S2 and Table 1). Similar
to the man-PTSs of Listeria monocytogenes (PDB ID: 7VLX, 7VLY) (20) and Lactobacillus
sakei (PDB ID: 7XNO) (21), ll-man-PTS can be spatially organized into the Vmotif and
Core domains linked through the short helices ArmY and ArmZ (Fig. 1A) (23). Three II-
man-PTSs form a trimer mediated through the Vmotif domains: (i) one within the
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TABLE 1 Cryo-electron microscopy data collection, refinement, and validation

Dataset LcnA-LciA-man-PTS complex
Data collection and processing

Voltage (kV) 300

Electron exposure (e /A2) 50

Defocus range (um) —15~—-18

Pixel size (A) 1.0742

Symmetry imposed 1

Final dataset (number of particles) 1,529,899

Map resolution (A) FSCy, 45 2.98
Refinement

Initial model EMD-32031

Map-sharpening B factor (A2) —129.75
Model composition

Nonhydrogen atoms 16,168

Protein residues 2,149
Ligands 3 Mannose

R.m.s. deviations

Bond length (A) 0.0052

Bond angle (°) 0.67
Validation

MolProbity score 2.46

Clash score 12.12

Poor rotamers (%) 3.28

Ramachandran plot (%)

Favored 92.54
Allowed 7.46
Outliers 0.0
Model to map fit CC 0.7797
EMRinger score 0.872
PDB code 8HFS
EMDB code EMD-34726

membrane via the helical bundles TM9Y and TM8Y and (ii) the other outside the mem-
brane via the helical bundle InsZa (or region-y) in the domain-swapping manner.
Considering the different positions of the three substrates away from the inner surface
of the membrane (Fig. 1B), three man-PTS protomers have been proposed to exist in
three different conformational states (24). Protomers number 2 (yellow) and number 3
(green) are bacteriocin-free and close to the inward-facing states. However, in case of
protomer number 1, the binding with LcnA and LciA leads to the opening of the inter-
face between the Core and Vmotif domains (Fig. 1B). The C terminus of LciA (helix H5)
penetrates into the same cleft as LcnA but from the opposite side, and the two C-ter-
minal extensions partially overlap in the cleft (Fig. 1C). However, the C-terminal interac-
tion is not strong enough to sustain the complex without the support of the receptor.
Therefore, the contact interface between the Core and Vmotif domains is not only the
sugar transport pathway of an elevator-type mechanism (23, 24) but also the interac-
tion interface of bacteriocins and immunity proteins.

Role of man-PTS components in the binding orientation of LcnA and pediocin-
like bacteriocins. Once bacteriocin-bound (protomer number 1) and bacteriocin-free
[l-man-PTSs (protomers number 2 and number 3) are superimposed based solely on
their inert Vmotif domains in the membrane, the Core domains are rearranged within
the membrane relative to the Vmotif domains (Fig. 2A). In the scope of the elevator
mechanism (25), Core-2 is considered to be a minor inward-facing state of Core-3,
rotated around 14.6° upwards into the membrane. As the result of LcnA's insertion
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FIG 1 Overall structure of the ternary complex LcnA-LciA-ll-man-PTS. (A) Cartoon and surface representations of the complex viewed from the extracellular
side of the membrane. The man-PTS protomer, including ManY/IIC and ManZ/IID is spatially organized into the Vmotif and Core domains (indicated in
different colors). Three man-PTSs form a trimer mediated mainly through the Vmotif domains with the interface helices labeled. The class Ild bacteriocin
LcnA as well as the cognate immunity protein LciA colored in blue and cyan bind only to one of the protomers. (B) View within the plane of the
membrane. The spatial position of the complex inside the lipid bilayer is predicted by the PPM server (41). The man-PTSs are represented as surface with
the region-y indicated (19). The substrates, mannose, are shown in ball-and-stick representation. (C) LcnA and LciA shown in rainbow colors, with the N
terminus in blue and the C terminus in red.

from the periplasmic side, Core-1 undergoes a large conformational rotation of 35.6°
relative to Core-3, which is bacteriocin-free. Once the Core domains are aligned, they
all remain as rigid bodies, except ArmY and ArmZ (Fig. 2B), which are the linkages
between the movable Core and inert Vmotif domains (23).

FIG 2 Structural comparison of protomers number 1, number 2, and number 3 from the man-PTS
complex. (A) Structural superposition based on the Vmotif domains. The conformational rotations of the
Core domains relative to the Vmotif domains are indicated. Core-2 and Core-3 are bacteriocin-free
states. The linkage between Core and Vmotif domains is via ArmY and ArmZ elements. (B) Structural
alignment based only on the Core domains. The Core domains rotates as rigid bodies, except the linker
helices (ArmY in ManY/IIC and ArmZ in ManZ/IID) between the Core and Vmotif domains.
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FIG 3 Effect of the region-a of man-PTS component IIC on the binding orientation of LcnA and pediocin-like bacteriocins. (A) The complex structures
between LcnA (blue) and the man-PTS of L. lactis (PDB ID: 8HFS), between pediocin PA-1 (yellow) and the man-PTS of L. monocytogenes (PDB ID: 7VLY),
between SakA (white) and the man-PTS of L. sakei (PDB ID: 7XNO) are aligned based on the Core domains, with the Vmotif domains omitted for clarity.
(B) Pore radii along the potential transport paths generated by pediocin PA-1 (yellow), sakacin A (white), and LcnA (blue) (42). (C) Alignment of the amino
acids of the region-a of man-PTS component IIC, which may define the sensitivity to class Ila or Ild bacteriocins. The bacteria susceptible to class Iid
bacteriocins (L. lactis and L. garvieae) are colored in orange, and that susceptible to class lla bacteriocins colored in green. Region-« from E. coli is colored
in black. The two-residue insertions (L93 and G98) are shown with the red arrows. (D) Structural views of region-« in (C). The region-a's from E. coli, L.
sakei, and L. lactis are represented in ribbon and colored in black, green, orange, respectively. The positively charged “pediocin patch” in the pediocin-like
bacteriocins is indicated.

Both class lla and lld bacteriocins interact using membrane-located components of
the man-PTS as a receptor (18). In general, bacteriocins crack the man-PTS like a wedge,
resulting in pore formation (Fig. 1B). However, when bacteriocin-Core subcomplexes
(LenA, pediocin PA-1, and SakA) are aligned based only on the Core domains, class lla
bacteriocins (pediocin PA-1 and SakA) and LcnA recognize and bind at slightly different
positions on the Core domain (Fig. 3A), which results in distinctly different pore dimen-
sions (Fig. 3B). A study systematically chose several man-PTSs from different genera to
report that only a defined phylogenetic group of the man-PTSs confers sensitivity to
class lla bacteriocins (19); moreover, multiple sequence alignments of these man-PTSs
revealed at least three regions in IIC and IID proteins: region-«, -3, and -y. Interestingly,
region-a is located in the N-terminal half of 1IC of group | and contains the conserved
sequence GGQGXXG in the man-PTSs (green bacteria in Fig. 3C). Region-« is spatially
close to the putative positively charged pediocin patch (Fig. 3D) (26). L. lactis, which con-
fers sensitivity only to LcnA and not to class lla bacteriocins, lacks this GGQGXXG
sequence; instead, it contains the conserved sequence FDLTHIXGX (orange bacteria in
Fig. 3C). From a structural point of view, the insertion of two additional residues (L93
and G98, red arrows in Fig. 3C) directly pushes off a small fragment of helix (T94-G98, or-
ange helix in Fig. 3D) out of the Core surface, inducing clashes with the putative N-termi-
nal part of class Ila bacteriocins. Thus, the N-terminal part of LcnA must seek another
recognition site (arrow in Fig. 3D), which is different from the class lla binding site. The
linkage effect within the two functional modules of LcnA (N-terminal region and C-termi-
nal region) transmits into the binding orientation of the C terminus of LcnA, resulting in
an overall different position of LcnA on the Core domain compared with that of class Ila
bacteriocins (Fig. 3A).

Contact interactions between LcnA and the man-PTS. Both class lla and certain
class Ild bacteriocins, including LcnA, contain a hydrophilic, cationic, and highly con-
served three-stranded antiparallel 3-sheet N-terminal region and a less well-conserved
hydrophobic/amphiphilic C-terminal a-helical region (Fig. 4A). The N-terminal -sheet
of LcnA is much longer than that of pediocin-like bacteriocins, with two residue inser-
tions in the first (Q6 and S7 at the position 2') and second (G11 and D12 at the position
5') strands (Fig. S4). The third strand includes four residues (QTQN) to catch up with
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FIG 4 Interactions between LcnA and the man-PTS. (A) Structure-based sequence alignment of class Ild bacteriocins (LcnA, GarQ, LcnB) and class lla
bacteriocins (SakA, PedA/pediocin PA-1). The secondary structural elements of class Ild bacteriocins are indicated above the sequence alignment (blue), and
that of class lla bacteriocins are located below the alignment (black). The hydrophobic residues in the N-terminal region of class lla bacteriocins with
interactions with the receptor are numbered from 1 to 9 and enclosed in the black box. The additional interaction residues contributed from class Ild
bacteriocins are boxed in blue, with a prime to continue their numbering. (B) Recognition of the N-terminal region of LcnA by the man-PTS of L. lactis. The
key interaction secondary structural elements are labeled. The hydrophobic residual numbers are the same as (A). (C) Corresponding binding of the N-
terminal region of SakA by the man-PTS of L. sakei. (D) Relative orientation of the C-terminal region of LcnA (blue) and SakA (white). Inset: angle between
the helical parts of LcnA and SakA within the membrane. (E) Structural orientation of the C-terminal tail of LcnA. (F) Bactericidal activity of the wild-type
(WT) LcnA and C-terminal truncation variants (A1C, A2C, A3C, and A4C mean lacking 1, 2, 3, and 4 residues from the C-terminal extremity). Serial dilutions
of overnight cultures were spotted (5 uL) on LB plates.
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the starting point of the a-helical region of LcnA. Surprisingly, the last residue (N29) of
the N-terminal region of LcnA skips three residues found in the C-terminal a-helical
region of pediocin-like bacteriocins and links directly to Ala30 (Fig. S4).

The tip of the first B-hairpin (pediocin box in class lla bacteriocins) adheres to the
carboxyl end of TM3Y (Fig. 4B and C). Because of the steric hindrance of region-« in
the Il-man-PTS, the entire N-terminal region of LcnA rotates clockwise toward the
Vmotif domain with the pediocin box position as the pivot. Except the nine interaction
residues (from No. 1 to No. 9 in Fig. 4C) between the N-terminal region of bacteriocins
and class lla receptor, 2’ and 5’ positions of class Ild bacteriocins also contribute to the
interactions (Fig. 4B). With changes in the environment of the Core and Vmotif inter-
face positions, the N-terminal residues of LcnA become less hydrophobic to bind with
the receptor.

The starting residue Ala30 of LcnA C-terminal helix reclines on the Core domain,
and the whole helix transverse 16.8° toward the Vmotif domain ending with Ala47 (Fig.
4D). Trp42 of LcnA delimits the final position of the C-terminal helical penetration in
the membrane (blue Trp in Fig. 4D). From G48-G49 onwards, the C-terminal end of
LcnA makes a sharp turn deep within the cleft (Fig. 4E). Four truncation variants of
LcnA from the C-terminal extremity were constructed (i.e, A1C, A2C, A3C, and A4Q).
The LcnA-susceptible strain NZ9000 was assayed against LcnA truncation variants.
Removing one or two residues from the C-terminal end did not affect bactericidal ac-
tivity, whereas removing three or more residues from the C-terminal end led to the
loss of bactericidal activity (Fig. 4F).

Immunity mechanism of LciA. To protect itself against LcnA, the producing strain
has to synthesize the immunity protein LciA which blocks the pores (27). The membrane
penetration of the C-terminal end of LcnA induces a crevice between the receptor Core
and Vmotif domains, which results in a dislocation on the final position of the Core and
Vmotif domains against the bacteriocin-free man-PTS (Fig. S5). The last helix hairpin (H3
and H4) in the N-terminal region of LciA, which folds into an antiparallel four helix bundle,
recognizes this orientation at three sites: site number 1 with H4, site number 2 with the H3
C terminus, and site number 3 with the H3 N terminus (Fig. 5A and B). The angle between
H3 and H4 is 123.32°, which just accommodates the 30.1A distance between K284 on the
Vmotif and A96 on the Core domain. As for class lla bacteriocin, the size and shape of the
C-terminal part of SakA embedded within the receptor are quite different (Fig. 5C), which
makes the relative orientation different as well. The distance between K280 on the Vmotif
domain and V95 on the Core domain is 34.7A. To recognize this difference in orientation
between the Core and Vmotif domains of Is-man-PTS, the immunity protein of SakA, i.e.,
SaiA, adjusts the angle between H3 and H4 to 156.8° (Fig. 5C).

The flexible C-terminal end is vital for LciA functionality. After the N-terminal four-helix
bundle of LciA recognizes the internal side of man-PTS induced by LcnA insertion, the flexible
C-terminal tail extends into the pore to block bacteriocin-induced membrane leakage (Fig.
5D). Unlike the flexible loop in the C-terminal tail of the pediocin-like immunity protein SaiA,
the C-terminal tail of LciA folds into the fifth helix, consequently blocking the pore. P. E.
Kristiansen et al. (28) assayed single point mutations (R96A,,, and W94A,,) and truncation var-
iants at the C terminus of LciA (A2G,,, A6GC,,, and A10C,,,) against LcnA to test the degree of
protection. They found that single mutations and deletion of the last two residues of the C
terminus of LciA resulted in almost the same immunity compared to the wild type LciA.
However, the truncation variants of LciA (A6C,,, or A10C,,) almost abolished its immunity ac-
tivity. From the structural point of view, the skeleton of helix H5 of LciA is the main contribu-
tor for blocking the membrane leakage (Fig. 5D). Single mutations or A2C,,, truncation variant
of LciA do not interfere with the integrity of helix H5, therefore, have no effect on the immu-
nity properties. Unfortunately, A6C,,, or A10C,,, truncation variants cut off the helix H5 at the
half way, inducing the leakage of the membrane and therefore lost of immunity.

Conclusions. Linear nonpediocin-like one-peptide bacteriocins with no sequence
similarity to pediocin-like bacteriocins appear in class Ild. LcnA, produced by some
L. lactis strains, was among the first representatives of class Ild bacteriocins and one of
the best characterized. It increases the permeability of target cell membranes in a
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FIG 5 Recognition and immunity mechanism of LciA. (A) Relative orientation of H3 and H4 of LciA matches the
inner surface induced by the embedded LcnA. The relationship between the Vmotif and Core domains was
measured by the distance between K284 and A96. (B) Detailed sideview of (A). (C) Corresponding binding
action between H3 and H4 of SaiA and the man-PTS of L. sakei. (D) Blocking role played by the C-terminal
regions of LciA. The truncations or mutations at the C-terminal tail are indicated (28). The transmembrane pore
is shown in green mesh as generated using HOLE software (42).

receptor-mediated manner, thereby dissipating the proton motive force. As with ped-
iocin-like (class lla) bacteriocins, LcnA binds to mannose phosphotransferase permease
in target cell membranes. Compared with the man-PTSs sensitive to class lla bacterio-
cins, the two additional residual insertion in an extracellular loop of the man-PTS of L.
lactis makes a small fragment of helix extrude away from the Core domain, which pre-
vents the binding of the N-terminal part of LciA at the same position as pediocin-like
bacteriocins. As a result, the N-terminal B-sheet of LciA rotates toward the Vmotif do-
main, with the tip of the first 8-hairpin as the pivot. In addition, the N-terminal B3-sheet
of LcnA is much longer than that of pediocin-like bacteriocins, because of which the
starting point of the C-terminal region of LcnA leans more toward the Core domain.
The other end of the LcnA helical region must make a sharp turn to prevent penetra-
tion into the Vmotif domain. The LcnA immunity protein, which is partly associated
with plasma membrane, recognizes and strongly binds to the LcnA-man-PTS complex
via H3 and H4 helices. The flexible C-terminal end then extends into the pore to block
bacteriocin-induced membrane leakage, thereby presumably preventing LcnA-induced
cell killing. In this study, we comprehensively elucidated the structural basis of the
mechanisms of action and immunity of the class lld bacteriocin LcnA. Our findings may
extend the design scope of bacteriocins beyond class lla bacteriocins.

MATERIALS AND METHODS

Plasmid construction. Maltose binding protein (MBP) coded DNA sequence was cloned into the
vector pQLinkN (Addgene) with BamHI and Ndel (New England Biolabs) and followed by DNA sequence
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of mature LcnA from Lactococcus lactis with Sall and Notl (named pQN-MLcnA here). The His-x-6 tag was
fused to the C terminus of lI-ManY/IIC, and then inserted into pQLinkN between the BamHI and Notl
sites to produce the plasmid pQN-Y. Gene sequence of Il-ManZ/IID was cloned into pQLinkN with BamHI
and Notl to obtain the plasmid pQN-Z. The coding sequence of flag tag was fused to the N terminus of
LciA. The PCR product was cloned into pQLinkN with BamHI and Sall to generate the plasmid pQN-fLciA.
All of these plasmids (pQN-MLcnA, pQN-Y, pQN-Z, and pQN-fLciA) were combined by ligation-independ-
ent cloning.

Expression and purification of the ternary complex. The coexpression of LcnA-LciA-man-PTS was
induced in E. coli strain C43 (DE3) by 0.5 mM isopropyl-3-d-thiogalactoside and T mM mannose, when
the cell density reached ODy,, of 1.2. The cells were harvested by centrifugation, and cell pellets were
resuspended in lysis buffer (25 mM Tris-HCl [pH 8.0] and 150 mM NaCl), followed by disruption via soni-
cation. The lysate was centrifuged at 12,000 rpm for 10 min, and the supernatant was ultracentrifuged
at 41,100 rpm for 1 h. The membrane pellets thus obtained were collected and homogenized in lysis
buffer plus 1 mM mannose, and then solubilized with 2% (wt/vol) n-dodecyl- 3-d-maltoside (Anatrace) at
4°C for 2 h. The insoluble fraction was precipitated by ultracentrifugation (41,100 rpm) for 30 min at 4°C.
The supernatant was collected and loaded onto Ni-NTA affinity resin (Qiagen) three times, and then
washed with lysis buffer A plus 20 mM imidazole, 0.2% DDM and T mM mannose, followed by elution
with lysis buffer A plus 250 mM imidazole, 0.2% DDM and 1 mM mannose. Proteins were purified using
amylose resin (NEB) to remove the reductant bacteriocin-free [l-man-PTS. The protein was concentrated,
and further applied to the Superose 6 Increase 10/300 GL column (GE Healthcare) re-equilibrated with
buffer containing lysis buffer A, 1 mM mannose and 0.07% digitonin. The peak fractions were collected.

Sample preparation for cryo-electron microscopy and data acquisition. For negative staining, an
aliquot of 4 uL sample containing 0.01 mg/mL purified ternary complex was applied on a carbon film
grid (Beijing XXBR Technology Co. Ltd.) after plasma glow discharge. The grids were stained with uranyl
acetate (2% wt/vol) and stored at room temperature. The negatively stained sample was imaged on a
Tecnai Spirit Bio TWIN microscope (Thermo Fisher) operating at 120 kV to verify sample quality.

Aliquots of 4 uL concentrated protein complex (2.8 mg/mL) were loaded onto glow-discharged
holey carbon grids (Quantifoil Cu + 2 nm C R1.2/1.3, 300 mesh). The samples were blotted for 3.5 s and
plunge-frozen in liquid ethane cooled by liquid nitrogen using Vitrobot Mark IV (Thermo Fisher) at 8°C
and 100% humidity. The sample quality of the grids was verified with a Tecnai Arctica 200-kV electron
microscope equipped with a K2 camera (Gatan). These grids with optimal ice thickness and particle den-
sity were transferred to a Titan Krios electron microscope (Thermo Fisher) operating at 300 kV and
equipped with a Gatan Gif Quantum energy filter (slit width 20 eV). Micrographs were recorded using a
K3 Summit counting camera (Gatan) in superresolution mode, with nominal magnification of x810,000.
AutoEMation (29) was used for fully automated data collection, and each movie had total accumulate
exposure of 50 e /A? fractionated in 32 frames of exposure. Micrographs with a calibrated pixel size of
0.5371 A were 2-fold binned resulting in the final pixel size of 1.0742 A. Motion correction (MotionCorr2
[30]), CTF estimation (Gctf [31]), and micrograph inspection were automatically executed during data
collection. Data collection statistics are summarized in Table 1.

Cryo-electron microscopy image processing. All particles were automatically picked using Relion-
3.0 (32) from 5,823 micrographs. Multiple rounds of 2D classifications (by Relion-3.0) were performed to
eventually obtain 45,997,661 good particles. This number were further reduced to 1,529,899 by 3D clas-
sifications and high resolution reconstructions at 2.98 A (EMAutoMask [33]). Reported resolutions were
calculated on the basis of the FSC 0.143 criterion (34), and local resolution variations were estimated
using ResMap (35).

Model building and structure refinement. A reconstruction map was used to build a de novo
model in EMBuilder (36), which was manually adjusted in COOT (37) and UCSF Chimera (38). Structure
refinements were performed using PHENIX in real space with a secondary structure and geometry
restraints to prevent structure overfitting (39). Table 1 shows the statistics for 3D reconstruction and
model refinement. All structural figures were prepared using PyMol (40).

Bacteriocin assays. The coding DNA sequence of truncated LcnA was amplified by PCR with pQN-
MLcnA as the template. The fragments were cloned into pQIlinkN with Sall and Notl. Overexpression of
MBP-tagged LcnA and truncation variants was induced with 0.2 mM IPTG in E. coli strain C43 (DE3) at
0OD600 = 0.8. The cells were harvested after overnight growth at 18°C. Cells were mechanically lysed by
sonication with lysis buffer B (50 mM MES pH 6.5, 150 mM NaCl). The pellets were centrifuged at
12,000 rpm for 1h at 4°C. The supernatant was collected and loaded onto Amylose affinity resin three
times. The resin was washed with lysis buffer B, before MBP-tagged proteins were eluted using lysis
buffer B plus 1% maltose.

Bacteriocin activity was assayed using plate diffusion bioassay. L. lactis NZ9000 (indicator organism)
was grown to saturation in liquid media at 30°C. M17 soft agar containing the indicator organism was
overlaid on plates; wells were made and filled with bacteriocin solutions at 2-fold dilutions. The plates
were then incubated overnight and examined for growth inhibition zones.

Data availability. The cryo-EM maps and the structures have been deposited to the Electron
Microscopy Data Bank (EMD-34726) and the Protein Data Bank (PDB: 8HFS), respectively.
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