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Introduction
Microcin J25 (MccJ25) is a 21-residue ribosomally synthesized bactericidal peptide produced by
Escherichia coli strains with an unusual lariat protoknot structure [1]. MccJ25 exhibits bactericidal
activity toward several Gram-negative food-borne pathogens, including Salmonella, Shigella and
E. coli [2]. The particular lasso topology of MccJ25 makes the peptide highly resistant to denaturation
by high temperatures or proteolysis. These are attractive properties to both pharmaceutical and food
industries. MccJ25 structure consists of an 8-residue cycle (lariat ring) formed by a lactam bond
between the N-terminal amine and the Glu8 side chain, which is followed by a 13-residue tail that loops
back to thread through the ring (Figure 1). The C-terminal tail (residues 9-21) of the peptide is tightly
trapped in the lariat ring due to the presence of two aromatic side chains at positions 19 and 20. RNA
polymerase appears to be the principal intracellular target of MccJ25 but other mode of actions have
also been identified including inhibition of the respiratory chain [3-5]. SAR studies by site-directed
mutagenesis revealed that the inhibitory activity of MccJ25 tolerates a number of residue substitutions
[6]. Recent attempts to produce the lasso structure of MccJ25 by chemical synthesis have not yielded
successful microbial inhibitors. Nevertheless, two synthetic peptides derived from MccJ25 without
lasso folding were found to be bactericidal [7]. The current lack of information on MccJ25 structure
and its essential features for antimicrobial activity could be overcome by chemical engineering and
computational studies. We hypothesized that lasso formation is important but not a prerequisite for the
activity of MccJ25 and that it may be possible to obtain derivatives that are active without the lasso
structure [8]. In this study, we report synthetic peptides based on the MccJ25 sequence but devoid of
lasso folding yet retaining activity against bacteria (S. enterica and E. coli) and specific intracellular
targets (RNA polymerase and the respiration chain).
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Fig. 1. Amino acid sequence of MccJ25 and derived-peptides used in this study. Amide and
disulfide bonds are colored in blue and yellow respectively.

Table 1. Minimal inhibitory concentrations of MccJ25 and its derivatives for bacteria.
Bacterial strain

Minimal inhibitory concentration (µM)
MccJ25

*

C1

8-21C

7-21C

WK7-21

Salmonella enterica ATCC 14028

6.5

125-250

-

-

-

Salmonella enterica ATCC 8387

0.1

1.0

1.0

7.8-15.6

7.8

Salmonella enterica ATCC 29628

6.5

-

-

-

-

Salmonella enterica ATCC 8400

0.8

62.5-125

-

125-250

62.5

Salmonella enterica ATCC 9607

1.6

250

-

-

-

Salmonella enterica ATCC 9700

0.4

250

-

-

-

Escherichia coli ATCC 11229

0.2

62.5

125-250

-

250

Escherichia coli ATCC 25922

3.3

250.0

-

250

-

Escherichia coli ATCC 15144

-

-

-

-

-

Escherichia coli O157:H7 ATCC 35150

-

-

-

-

-

Escherichia coli MC4100 ATCC 35695

6.5

31.3-62.5

-

125

-

Escherichia coli DH5a

6.5

-

-

-

-

Listeria ivanovii HPB28

-

>250

-

>250

250

Staphylococcus aureus ATCC 6538

-

>250

-

ND

>250

*Produced

by bacteria; “-” = no activity detected; ND = not determined

Results and Discussion
In this study, a series of peptides based on the primary structure of MccJ25 and lacking the lasso
structure was first designed in silico, prepared by standard Fmoc solid-phase peptide synthesis
(Figure 1) and then evaluated for antibacterial activity [8]. The peptide code is based on MccJ25
numbering. Shortened N-terminal and C-terminal sequences were included in the design since cleaved
MccJ25 has been shown previously to be antibacterial [9]. The lariat ring was synthesized in linear
1-8L and cyclized 1-10C forms. The tail (C-terminal) portion was synthesized as linear peptide 9-21L.
A disulfide bond was introduced between C9 and C18 to form the head-to-tail circular peptide 9-21C.
Peptides 8-21C, 7-21C and WK7-21 were designed from a tail that was scaffold-stabilized using a
disulfide bond between Cys residues at positions 8 and 18. While a single Lys residue was inserted at
the N-terminus of 7-21C, peptide WK7-21 was obtained by substituting the N-terminal portion of
MccJ25 with multiple hydrophobic (Trp) and basic (Lys) and residues (H2N-GWKGKWK) to increase
solubility and possibly induce β-hairpin structure. In addition, peptides C1, C2 and C3 containing a
single disulfide bond (1-8, 1-18 or 8-18) were designed to retain the core structure of the native MccJ25
peptide regardless of the lariat protoknot structure.
Table 1 summarizes the minimum inhibitory activities (MICs) of the synthesized peptides that had
activity above 250 µM in comparison to bacteria produced microcin. The MccJ25 peptide was active
at µM and nM concentrations (0.1-6.5) against Gram-negative bacteria, with S. enterica ATCC 8387
being the most sensitive strain (MIC = 0.1 µM). While peptide C2 was not inhibitory, C1 inhibited
several strains of S. enterica and E. coli. Against S. enterica ATCC 8387, the MICs of peptides C1,
C3, 8-21C, 7-21C and WK7-21 were respectively 1.0 µM, 15.6–31.3 µM, 1.0 µM, 7.8–15.6 µM and
7.8 µM. Inhibition of S. enterica ATCC 8387 by MccJ25 and its derived peptides at 0.5 and 7.8 µM is
summarized in Figure 2A. At 0.5 µM, the derived peptides were moderately inhibitory (25–50%).
Similarly to MccJ25, inhibition by C1, 8-21C and WK7-21 was total at 7.8 µM (above the MIC).
Although MccJ25 was not active against Gram-positive bacteria, peptides C1, 7-21C and WK7-21
were weakly inhibitory to Listeria ivanovii HPB28, Staphylococcus aureus ATCC 6538 and
Enterococcus faecalis ATCC 27275 (MIC  250 µM). Peptides MccJ25, C1, 7-21C and WK7-21 did

not show hemolytic activity against horse erythrocytes at concentrations up to (50 µM), which is
consistent with the low toxicity reported in the literature [10].
Of the synthetic MccJ25-derived peptides described previously, two in particular, namely
GGACHVPEYFVGIGTPISFC (P1, bonded 1-8, 4-20) and CGAGFHVPCYFVGRGTPISFYG
(P6, bonded 1-9), were inhibitory to Salmonella newport at MICs of 25 and 30 µM respectively [7].
While peptide C1 of this study was designed with the replacement of the amide bond between G1 and
E8 by a disulfide bond, P6 contained besides a Phe insertion at position 5 and an Arg substitution for
Ile at position 13. Although these mutations increased the solubility of P6, they decreased its inhibitory
action. While peptide C1 was inhibitory to Gram-negative pathogens, P6 was 60 times less potent than
MccJ25 against S. newport and C1 against S. enterica ATCC 8387 was 10 times less potent than
MccJ25. Further, C1 showed a weak activity against Gram-positive bacteria (MIC > 250 µM). Soudy,
et al. [7] also reported absence of activity for a P6 variant with an 8-residue lariat ring. Based on our
results, the Gly substitution by Phe at position 4 could explain the decrease of activity observed for P6
and its variant compared to C1. The Arg substitution at position 13 has been reported previously to
increase the antimicrobial activity of MccJ25 [6]. In this study, different synthetic derivatives of
MccJ25 containing substitutions and/or truncations exhibited antibacterial activity against Gramnegative bacteria. Although the reduced activity of these designed synthetic derivatives compared to
the native MccJ25, the lasso fold does not seem to be a prerequisite for the antimicrobial activity.
The inhibition of RNAP by MccJ25, 9-21L, C1, 7-21C and WK7-21 was examined in vitro
(Figure 2B). Rifampicin, an antibiotic that targets bacterial RNAP was used as a control. MccJ25 was
the best inhibitor, reducing E. coli RNAP activity by 86.3% and 97.9% respectively at 5 and 50 µM.
Peptides C1, 7-21C or WK7-21 at a concentration of 5 µM reduced activity by 23.4%, 37.4% and
65.0% respectively. Linear peptide 9-21L was not inhibitory. At 50 µM, reductions by MccJ25, C1
and WK7-21 were respectively 97.9%, 95.7% and 94.7%. These results suggest that the MccJ25derived peptides could inhibit E. coli by interacting directly with RNAP and thereby interfering with
transcription. The ability of MccJ25, C1, 7-21C and WK7-21 to inhibit respiration of S. enterica
ATTC 8387 is shown in terms of MIC in Figure 2C. The decrease in oxygen consumption by S.
enterica after incubation with MccJ25 was 57.2%. WK7-21 was the strongest inhibitor among the
synthetic peptides, decreasing oxygen consumption by 36.9%, followed by C1 and 7-21C at 32.1%
and 24.2%, respectively. Inhibition of respiration by peptides WK7-21, C1 and 7-21C suggests that
they share at least one mechanism of action with MccJ25. In this study, a series of MccJ25-derived
peptides lacking the lasso structure was designed by an in silico approach. Some of the designed
peptides were inhibitory to S. enterica and E. coli. Since C1, 7-21C and WK7-21 were all at least ten
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Fig. 2. A) Bacterial growth inhibition of MccJ25, C1, 8-21C, 7-21C and WK7-21 at 0.5 µM (gray)
and 7.8 µM (black) against Salmonella enterica subsp. enterica ATCC 8387. Data are means of
triplicate measurements. B) Inhibition of E. coli RNA polymerase in vitro by MccJ25, 9-21L, C1,
7-21C and WK7-21 at 5 µM (gray) and 50 µM (black). Rifampicin (200 nM) was the positive
control. The values are means ± SD of triplicate analyses. C) Inhibition of oxygen consumption by
MccJ25, C1, 7-21C and WK7-21 at their respective MICs. The values are means ± SD of triplicate
analyses.

times less potent than MccJ25, the constrained lasso structure might be more than somewhat important
for antibacterial action. MccJ25 inhibits transcription by binding in the secondary channel of RNAP
and thereby blocking substrate access to the catalytic site. The Tyr9 residue of MccJ25 has been shown
essential for RNAP inhibition with no compatible substitutions [6]. Other residues, namely Gly4, Pro7,
Phe10 and Phe19 are reportedly important but not strictly essential for MccJ25 binding to RNAP [6]. In
the present study, we observed that MccJ25-derived peptides lacking the lasso structure were able to
inhibit in vitro RNAP at high concentrations (5 and 50 µM). Although these peptides presumably
bound to RNAP, it is not possible to deduce that they share a common binding site with MccJ25.
Pavlova, et al. [6] reported that the RNAP/MccJ25 interaction involves primarily hydrophobic
interaction. Since the active MccJ25-derived peptides had Phe residues at positions 10 and 19 and Tyr
at position 9, these might be involved in the inhibition of RNAP. On the other hand, in the case of
WK7-21, the KWK pattern at the N-terminus could be involved. This pattern is known to bind to DNA
[11]. The respiratory apparatus of S. enterica could be a target for WK7-21, C1 and 7-21C, as it is for
MccJ25. Uptake of these peptides inside cells leads to increased superoxide production, oxidative
damage of biologically important molecules, and ultimately cell death. Further studies are required in
order to decipher the precise molecular mechanism of these and other MccJ25-derived peptides.
These findings put forward the possibility of producing MccJ25-derived peptides lacking the lasso
structure but nevertheless conserving antibacterial activity. The presence of the lasso constrains the
structure of MccJ25 while conferring potent antibacterial activity to the peptide. MccJ25-derived
peptides lacking the lasso but otherwise constrained in a rigid overall structure, for example by
disulfide bonds, could be strongly antibacterial. A rigid topology close to that of MccJ25 appears to
make the molecule a more potent antibacterial agent.
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