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Cationic antimicrobial peptides (CAMPs) are an essential part of the innate immune system. Some Gram-negative enteric patho-
gens, such as Salmonella enterica, show intrinsic resistance to CAMPs. However, the molecular basis of intrinsic resistance is
poorly understood, largely due to a lack of information about the genes involved. In this study, using a microarray-based
genomic technique, we screened the Keio collection of 3,985 Escherichia coli mutants for altered susceptibility to human neutro-
phil peptide 1 (HNP-1) and identified envC and zapB as novel genetic determinants of intrinsic CAMP resistance. In CAMP kill-
ing assays, an E. coli �envCEc or �zapBEc mutant displayed a distinct profile of increased susceptibility to both LL-37 and
HNP-1. Both mutants, however, displayed wild-type resistance to polymyxin B and human �-defensin 3 (HBD3), suggesting that
the intrinsic resistance mediated by EnvC or ZapB is specific to certain CAMPs. A corresponding Salmonella �envCSe mutant
showed similarly increased CAMP susceptibility. The envC mutants of both E. coli and S. enterica displayed increased surface
negativity and hydrophobicity, which partly explained the increased CAMP susceptibility. However, the �envCEc mutant, but
not the �envCSe mutant, was defective in outer membrane permeability, excluding this defect as a common factor contributing
to the increased CAMP susceptibility. Animal experiments showed that the Salmonella �envCSe mutant had attenuated viru-
lence. Taken together, our results indicate that the role of envC in intrinsic CAMP resistance is likely conserved among Gram-
negative enteric bacteria, demonstrate the importance of intrinsic CAMP resistance for full virulence of S. enterica, and provide
insight into distinct mechanisms of action of CAMPs.

Antimicrobial peptides are an essential part of innate immune
systems in vertebrates (1). In humans, about 100 antimicro-

bial peptides have been identified and reported to have antibacte-
rial activity against Gram-negative and/or Gram-positive patho-
gens (2). Human neutrophils, in particular, produce two
structurally distinct classes of antimicrobial peptides: an �-helical
cathelicidin (LL-37) and �-sheet �-defensins (human neutrophil
peptides 1 to 4 [HNP-1 to HNP-4]). Although structurally dis-
tinct, �-helical LL-37 and �-sheet HNP-1 (a representative
�-defensin) share common properties, such as amphipathicity
and cationicity, and both belong to a large family of cationic
antimicrobial peptides (CAMPs). Due to their overall positive
charges and amphipathic properties, CAMPs are thought to
interact electrostatically with negatively charged molecules on
the bacterial cell surface, e.g., lipopolysaccharides (LPS) in
Gram-negative bacteria, and subsequently to target negatively
charged cytoplasmic membranes to ultimately cause bacterial
cell death (2).

However, several recent studies showed that following the ini-
tial interaction with lipopolysaccharides, CAMPs enter bacterial
cells through distinct entry sites (3, 4) and/or bind specific recep-
tor molecules on the cell wall and/or in the periplasm (5, 6). For
example, LL-37 and another �-helical peptide, cecropin A, were
shown to enter preferentially via septal sites in septating cells and
via new cell division poles in nonseptating cells (3, 4). In both
cases, cardiolipin, a negatively charged phospholipid, was sus-
pected to attract CAMPs, because it is enriched in both septal sites
and new cell division poles. Furthermore, LL-37 and some other
�-helical CAMPs were shown to bind the lipoprotein Lpp in Esch-
erichia coli (5) and its orthologue OprI in Pseudomonas aeruginosa

(6). Such binding appears to promote the bactericidal action of
those CAMPs (5, 6). It is currently unknown whether �-sheet
peptides, such as HNP-1, also enter bacterial cells via preferential
sites.

CAMP resistance in Salmonella enterica serovar Typhimurium
has been studied extensively (7). In Salmonella, the PhoP/PhoQ
and PmrA/PmrB two-component systems (TCS) mainly control
inducible (or adaptive) resistance mechanisms to CAMPs. Each
two-component system is comprised of a signal recognition sen-
sor kinase (PhoQ and PmrB) and a cognate transcriptional regu-
lator (PhoP and PmrA). Upon recognition of an inducing signal,
the sensor kinase autophosphorylates and transfers phosphate to
its partner DNA-binding transcriptional regulator, which con-
trols the expression of target genes. PhoP/PhoQ is activated by low
Mg2�, mildly acidic pH, and certain CAMPs (8), while PmrA/
PmrB senses high Fe3� or Al3� and mildly acidic pH (9). PmrA-
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activated genes mostly mediate lipopolysaccharide modifications
that reduce negative cell surface charges and confer resistance
mainly to the cyclic lipopeptide polymyxin B (9). Although PhoP
activates the PmrA/PmrB TCS (via PmrD) (10), it also controls
genes involved in other resistance mechanisms for CAMPs, i.e.,
proteolytic degradation (11), peptide uptake and internal inacti-
vation (12), and interference with the binding of CAMPs (13). As
a result, PhoP-activated genes confer resistance to a broader spec-
trum of CAMPs, including polymyxin B, certain �-helical CAMPs
(such as LL-37 and C18G) (14), and the �-sheet rabbit defensin
NP-1 (15).

In contrast to the inducible resistance mechanisms for CAMPs,
few intrinsic resistance mechanisms have been described for
Gram-negative enteric bacteria (16). In particular, relative to
�-helical LL-37, the �-sheet peptide HNP-1 exhibits much weaker
antibacterial activity, requiring a much higher concentration to
attain a level of bacterial killing similar to that by LL-37, suggesting
that Gram-negative enteric pathogens are more intrinsically resis-
tant to HNP-1. In this study, we attempted to uncover genes re-
quired for intrinsic resistance to HNP-1, and we identified two
genes previously unknown to be involved in resistance to CAMPs:
envC (yibP) and zapB (yiiU). Our results show that inactivation of
envC causes multiple perturbations, including increased surface
negativity and hydrophobicity, the combination of which renders
cells hypersusceptible to HNP-1 and LL-37 but not to HBD-3 and
polymyxin B. Furthermore, a Salmonella �envC mutant had at-
tenuated virulence, indicating that intrinsic EnvC-mediated
CAMP resistance is important for full virulence of S. enterica.

MATERIALS AND METHODS
Bacterial strains, growth conditions, and transductions. All strains used
in this study are listed in Table S1 in the supplemental material. The Keio
collection of 3,985 E. coli single-gene deletion mutants was obtained from
the laboratory of Hirotada Mori. E. coli BW25113, the parent strain for the
construction of the Keio collection (17), and Salmonella enterica serovar
Typhimurium 14028s (18) were used as the wild-type strains. Gene dele-
tions were performed using the lambda Red system (19), and P1 and P22
transductions were conducted as described previously (20). All strains
were grown in Luria-Bertani (LB) medium in 50-ml conical tubes or Er-
lenmeyer flasks at 37°C with shaking (200 rpm). Where necessary, appro-
priate antibiotics were added to the medium at the following concentra-
tions for both E. coli and S. enterica: ampicillin, 100 �g/ml; kanamycin, 40
�g/ml; and streptomycin-spectinomycin, 10 �g/ml-50 �g/ml. E. coli
JM109 and DH5� were used as host strains for cloning and preparation of
plasmids.

Genome-wide screen for mutants with altered HNP-1 susceptibil-
ity. For application of the microarray-based genomic technique, i.e.,
monitoring of gene knockouts (MGK) (21), individual E. coli deletion
mutants in the Keio collection were grown in 96-deep-well plates over-
night at 37°C to an optical density at 600 nm (OD600) of about 1.3 in LB
medium containing 40 �g/ml kanamycin, and then cultures were com-
bined at similar ratios to make a pooled library. Cells were harvested by
centrifugation, washed with fresh LB medium, and resuspended in LB
medium supplemented with 15% glycerol. Aliquots containing about 1 �
109 cells in 500 �l were frozen and stored at �80°C until use. The pooled
Keio collection mutants were screened by MGK as described by Smith et
al. (21). MGK simultaneously monitors the abundance of individual mu-
tants in the pooled library and allows for rapid identification of mutants
with altered fitness under a selective condition compared to a control
condition. Briefly, the frozen stock of the pooled library was thawed at
room temperature, and cells were harvested by centrifugation. After
washing the cells twice with fresh LB medium, the pooled library was
resuspended at 	5 � 106 cells/ml in LB medium and allowed to grow for

two generations. Cells were then harvested by centrifugation, washed
twice with 0.5% tryptone, and resuspended in 0.5% tryptone at 	5 � 106

cells/ml. The final cell suspension (450 �l) was mixed with HNP-1 (50 �l
of a 500-�g/ml stock dissolved in 0.01% acetic acid) to a final concentra-
tion of 50 �g/ml; the same volume of 0.01% acetic acid without HNP-1
served as a control. After incubation for 1 h at 37°C with shaking, cells
were harvested by centrifugation and plated onto LB agar. The next day,
surviving cells were harvested and subjected to a second cycle of HNP-1
and control selections. Surviving cells harvested from the second selec-
tion, with and without HNP-1, were used for preparation of genomic
DNAs, which were then used as templates for generation of microarray
target DNAs (called MGK targets) as described by Smith et al. (21). The
MGK targets of the HNP-1 selection and control were labeled with a
fluorescent dye, either Alexa Fluor 555 or Alexa Fluor 647 (Life Technol-
ogies), and were then mixed in equal portions and hybridized to a custom
microarray chip (CombiMatrix, Mukilteo, WA). Readouts from the
scanned microarray images were normalized and used to calculate inten-
sity ratios (values for the control/values for HNP-1 selection) for each
probe. We classified probes with significant changes (�2-fold) (control/
HNP-1) as HNP-1-hypersusceptible probes. Details about the custom
microarray chip design (selection of probe DNA sequences and negative-
control probes), microarray hybridization, data acquisition/processing,
and analysis can be found in our previously published paper (21).

CAMP killing assay. The following CAMPs were used in this study:
HNP-1 (Bachem), polymyxin B sulfate (Sigma), and HBD-3 (AnaSpec).
LL-37 was custom synthesized (Sigma) or purchased (AnaSpec). The
amino acid sequences of CAMPs used in this study are shown in Fig. S1 in
the supplemental material. MIC determination is not a reasonable assay
for HNP-1 and other CAMPs due to the high cost and to deactivation in
high-salt media and/or during incubation (22). To determine the suscep-
tibility of wild-type and isogenic mutant strains to HNP-1, we used a
killing assay in which the survival rates of cells were compared. Cells
grown overnight in LB medium at 37°C with shaking at 200 rpm were
diluted 100-fold in fresh LB medium and then grown to mid-exponential
phase (OD600 of 	0.5). Cells were harvested by centrifugation, washed
with 0.5% tryptone three times, and resuspended in 0.5% tryptone at
	2.5 � 106 cells/ml. Forty-five microliters of resuspended cells was mixed
with 5 �l of 10� HNP-1 in 96-well plates. Each 96-well plate was incu-
bated on a Brinkmann Titermix instrument at 37°C with shaking (850
rpm), and 10-�l samples were taken and serially diluted in 90 �l phos-
phate-buffered saline (PBS) at the chosen time points. The number of
surviving cells was determined by the spot plate method as described by
Chen et al. (23). Percent survival was calculated as follows: % survival 

(number of CFU of surviving cells/number of CFU of initial inoculum) �
100. The statistical significance of differences was calculated using un-
paired, two-tailed Student’s t test or one-way analysis of variance
(ANOVA). Due to the potency differences that result from batch variation
and daily preparation of CAMPs, only determinations with wild-type sur-
vival rates between 50 and 90% were accepted for comparison. Killing
assays with other CAMPs and antibiotics were performed similarly.

Construction of complementation plasmids. To construct comple-
mentation plasmids, target genes (envC, zapB, and yjgX) with upstream
native promoter regions were PCR amplified using the genomic DNA of
E. coli BW25113 as the template. Primers used in this study are listed in
Table S2 in the supplemental material. PCR-amplified DNA fragments
were digested with appropriate restriction enzymes and cloned into the
low-copy-number plasmid pCL1920 (24).

Outer membrane permeability assay. Outer membrane permeability
was determined by measuring the influx of the cationic dye ethidium
bromide or the neutral dye Nile red (25, 26). Cells were grown in LB
medium, collected at mid-log phase (OD600 of 	0.4), washed twice with
assay buffer (50 mM KH2PO4, 137 mM NaCl, pH 7.0), and resuspended
in the same buffer. Fluorescence was measured immediately after cells
(final OD600 
 0.2) were mixed with ethidium bromide at a final concen-
tration of 6 �M (excitation, 545 nm; and emission, 600 nm) or Nile red at
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a final concentration of 2 �M (excitation, 540 nm; and emission, 630 nm),
using a SpectraMax M3 plate reader. Dye uptake assays were typically
performed in the presence of the proton motive force inhibitor carbonyl
cyanide-m-chlorophenylhydrazone (CCCP) at a final concentration of 10
�M. As noted previously by Murata et al. (26), dye uptake rates of differ-
ent strains varied between experiments, but the dye uptake patterns of
experiments were similar. Each experiment was repeated multiple times
with similar results, and representative results are shown in Fig. 5A and in
Fig. S4 in the supplemental material.

Cytochrome c binding assay. The cytochrome c binding assay was
performed as described previously by Kristian et al. (27). Overnight cul-
tures of both E. coli and S. enterica strains were diluted 100-fold in LB
medium. After growing for 2 h, cells were harvested and washed twice in
morpholinepropanesulfonic acid (MOPS) buffer (20 mM, pH 7.4), and
the cell density was adjusted to a final OD600 of 7 in the same buffer. Cells
were then mixed with cytochrome c at a final concentration of 0.5 mg/ml,
incubated for 10 min at room temperature, and pelleted by centrifugation
(18,213 � g, 6 min). Cytochrome c incubated without bacteria in the same
buffer served as a control. The amount of cytochrome c in the superna-
tants was quantified at the absorption maximum of the prosthetic group
(530 nm). The percentage of bound cytochrome c was calculated from
three independent experiments performed in duplicate.

Hexadecane adhesion assay. Both E. coli and S. enterica cells from
overnight cultures were diluted 100-fold in LB medium and were grown
to mid-log phase (OD600 of 	0.4). Cells of 5-ml cultures were harvested,
washed twice with PBS, and then resuspended in 1 ml of PBS. From the
cell suspension, 100 �l of cells was diluted 10-fold in PBS, and the OD600

was measured (C0). The remaining 900 �l of cells was mixed with 200 �l
of hexadecane. After vortexing for 1 min, the mixture was kept at room
temperature until the phases had separated. One hundred microliters of
cells from the lower, aqueous phase was taken and diluted in 900 �l of PBS
for measurement of the OD600 (CH). The percent hydrocarbon adherence
of cells was calculated as follows: % hydrocarbon adherence 
 [(C0 �
CH)/C0] � 100.

Animal experiments. The protocol for the animal experiments was
prepared according to the guidelines of the National Institutes of Health
and was reviewed and approved by the Committee on the Ethics of Ani-
mal Experiments of the Indiana University School of Medicine-North-
west (protocol number NW-36). Wild-type Salmonella and its isogenic
mutant strains were grown overnight in LB broth at 37°C, pelleted,
washed, and resuspended in sterile PBS. Respective bacterial cells were
injected intraperitoneally into a group of 10 6- to 8-week-old C57BL/6
mice, and mouse survival was monitored for 2 weeks. The numbers of cells
in the inocula used for mouse infection were determined by the spot plate
method. Statistical analysis was performed using the log rank (Mantel-
Cox) test.

Statistical analysis. All statistical analyses were performed using sta-
tistical modules in GraphPad Prism 6.

RESULTS
Identification of Escherichia coli mutants with altered HNP-1
susceptibility. To identify the gene(s) involved in bacterial intrin-
sic resistance to human neutrophil peptide 1 (HNP-1), we
screened the E. coli Keio collection of 3,985 nonessential deletion
mutants by using a previously described microarray-based
genomic method called monitoring of gene knockouts (MGK)
(21), which simultaneously monitors the abundances of individ-
ual mutants within a library of mutants grown together as a pop-
ulation. The E. coli mutants were grown individually, pooled at
equal starting ratios, and incubated for 1 h in the presence of
HNP-1 at 50 �g/ml or with buffer alone as a control. After two
cycles of HNP-1 selection (Fig. 1A), genomic DNAs were ex-
tracted and used as templates to generate MGK targets. The result-
ing MGK targets were fluorescently labeled with Alexa Fluor 555

(HNP-1 selection) and Alexa Fluor 647 (control) and mixed in
equal portions for cohybridization onto a custom E. coli microar-
ray chip. Readouts from the scanned microarray images were nor-
malized and used to calculate intensity ratios (values for the con-

FIG 1 Identification of E. coli mutants with altered susceptibility to HNP-1.
(A) Schematic diagram of MGK selection with the pooled library of Keio
mutants, which were screened for mutants with altered susceptibility to
HNP-1. Two cycles of MGK selection were performed to enrich the desired
mutants. (B) Validation of individual mutants identified by MGK screening.
Wild-type and mutant strains were grown to mid-log phase in LB medium.
HNP-1 killing assays were performed for 2 h, during which the survival of
tested strains was determined every 30 min. Data shown are the mean percent-
ages of survival � standard deviations (SD) for three independent experi-
ments. The statistical significance of differences at the 2-h time point was
determined by one-way ANOVA (for the wild type [WTEc] versus the �zapB
mutant, P � 0.05; and for the WTEc versus the �envC mutant, P � 0.005). (C)
Genetic complementation of �envC and �zapB mutants restores wild-type
HNP-1 susceptibility. The respective mutants were complemented with a plas-
mid carrying a wild-type copy of a corresponding gene with its own native
promoter, while control strains harbored an empty vector. Complemented
and control strains were examined for susceptibility to HNP-1 (100 �g/ml) by
CAMP killing assays, and data are presented as the percent survival for three
independent experiments (means and SD). Statistical significance was deter-
mined by two-tailed Student’s t test. *, P � 0.05; ns, not significant.
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trol/values for HNP-1 selection) for the probes, each of which
represents a mutant in the Keio collection. We classified probes
with changes of �2-fold (control/HNP-1) as HNP-1-hypersus-
ceptible probes. From this MGK screen, 34 mutants were puta-
tively identified as being hypersusceptible to HNP-1 (see Table S3
in the supplemental material).

To validate the results of the MGK screen, individual muta-
tions were transduced into a fresh isogenic wild-type E. coli strain
by use of P1 bacteriophage and examined for HNP-1 susceptibil-
ity. HNP-1 killing assays were optimized such that the chosen
concentration and time of exposure resulted in 50 to 99% survival
of the wild-type strain. Most of the mutants initially identified as
being hypersusceptible to HNP-1 did not exhibit consistent hy-
persusceptibility (data not shown), and two of these false-positive
mutants, the �glyS and �yjgX mutants, served as controls (Fig.
1B). The validation ultimately yielded two hypersusceptible mu-
tants (�envC and �zapB) (Fig. 1B).

To rule out the possibility of polar effects or secondary muta-
tions, deletion mutants for genes adjacent to envC were tested, and
genetic complementation was performed for determination of
HNP-1 susceptibility. envC is the middle gene of a tricistronic
operon (gpmM-envC-yibQ). A �yibQ mutant exhibited wild-type
HNP-1 susceptibility, whereas a �gpmM mutant was as hypersus-
ceptible to HNP-1 as the �envC mutant (see Fig. S2A in the sup-
plemental material). In the �gpmM mutant from the Keio collec-
tion, the gpmM gene was deleted from the second codon to the
seventh to last codon (17), and the envC gene was previously pro-
posed to have its own promoter within this deleted region (28, 29).
When complemented with the penvC plasmid, carrying a wild-
type copy of envC with its 	200-bp upstream region, both the
�gpmM and �envC mutants had restored wild-type HNP-1 resis-
tance, demonstrating that the HNP-1 hypersusceptibility of both
mutants was solely due to a lack of envC expression (Fig. 1C; see
Fig. S2A in the supplemental material). Complementation of the
�zapB mutant with a plasmid carrying a wild-type copy of the
corresponding deleted gene with its own promoter region re-
stored HNP-1 susceptibility to wild-type levels (Fig. 1C). On the
other hand, a false-positive �yjgX mutant strain, when comple-
mented, did not show any change in HNP-1 susceptibility and
served as a negative control (Fig. 1C). Taken together, these results
establish the causal relationship between the individual deletions
of envC and zapB and altered HNP-1 susceptibility.

�envC and �zapB mutants exhibit distinct profiles of sus-
ceptibility to different CAMPs. To determine whether the envC
and zapB genes are involved in resistance to other CAMPs, we
examined the susceptibility of the corresponding deletion mu-
tants to the �-sheet peptide human �-defensin 3 (HBD3), the
�-helical peptide LL-37, or the cyclic lipopeptide polymyxin B
(Fig. 2; see Fig. S1 in the supplemental material for the amino acid
sequences of these peptides). As performed with HNP-1, the kill-
ing assay conditions were optimized for each peptide such that the
chosen concentration and time of exposure resulted in 50 to 99%
survival of the wild-type strain.

The susceptibility profiles of the �envC and �zapB mutants
against LL-37 were similar to those observed with HNP-1 (com-
pare Fig. 2A with Fig. 1B; also see Table S4 in the supplemental
material for MICs of HNP-1 and LL-37 against the �envC mu-
tant). Despite the marginal (statistically insignificant) difference
of the �zapB mutant compared to the wild type shown in Fig. 2A,
a consistent difference was observed in LL-37 killing assays with

extended incubations (data not shown). Unexpectedly, both the
�envC and �zapB mutants displayed wild-type susceptibilities to
both HBD3 and polymyxin B (Fig. 2B and C). These results show
that �envC and �zapB mutants are not hypersusceptible to all
CAMPs.

The CAMP hypersusceptibility of the �envC mutant is due to
a loss of amidase activity. Both EnvC and ZapB are known com-
ponents of the cell divisome complex, and both localize to septal
sites (30–32). ZapB stabilizes the early divisome by interacting
cooperatively with other proteins, including EnvC; therefore,
zapB deletion is likely to affect the subsequent recruitment and
activity of EnvC (33). Since the increased CAMP susceptibility of
the �zapB mutant was likely due to a secondary effect of zapB
deletion on EnvC, our follow-up study was focused on the �envC
mutant.

The envC gene encodes an accessory protein required for the
activity of both AmiA and AmiB, which are N-acetylmuramoyl-L-

FIG 2 Susceptibility profiles of �envC and �zapB mutants for different
CAMPs. (A) LL-37 at 5 �g/ml. (B) HBD3 at 5 �g/ml. (C) Polymyxin B (PMB)
at 0.025 �g/ml. Killing assays were performed similarly to the description in
the legend to Fig. 1, except that the assay mixture was incubated for 15 min.
Data shown are the means and SD for three independent experiments. Statis-
tical significance was determined by one-way ANOVA (WTEc/vector versus
�envC mutant/vector). *, P � 0.05.

Intrinsic Resistance to CAMPs

April 2016 Volume 60 Number 4 aac.asm.org 2225Antimicrobial Agents and Chemotherapy

http://aac.asm.org


alanine amidases that cleave between the stem peptide and N-
acetylmuramic acid moieties of peptidoglycan during the early
stages of cell division; however, its deletion causes only a minor
defect in cell division (31). To determine whether the functional
role of EnvC is linked to CAMP resistance, single and double
amidase mutants were constructed and tested for HNP-1 suscep-
tibility. In their 3= regions, the amiA and amiB genes contain pro-
moters for respective downstream genes (see Fig. S2B in the sup-
plemental material) (34, 35), and to avoid polar effects, these
promoter regions were kept intact in amiA and amiB deletion
mutants (see Tables S1 and S2). In addition, deletion mutants of
the downstream genes showed wild-type susceptibility to both
HNP-1 and LL-37 (see Fig. S2B). Neither of the single deletion
mutants (�amiA and �amiB) was as susceptible to HNP-1 as the
�envC mutant (Fig. 3A), although the �amiA mutant exhibited a
slightly increased HNP-1 susceptibility compared to that of the
wild type. However, a �amiA �amiB double mutant was as sus-
ceptible to both HNP-1 and LL-37 as the �envC mutant (Fig. 3A
and B). These results indicate that the increased CAMP suscepti-
bility of the �envC mutant was due to the loss of amidase (both
AmiA and AmiB) activity.

The role of envC in intrinsic CAMP resistance is conserved in
Salmonella enterica, another Gram-negative enteric bacterium.
S. enterica serovar Typhimurium has been the model Gram-neg-
ative enteric pathogen for studying resistance mechanisms for
CAMPs (7). To determine whether the role of EnvC is also con-
served in Salmonella, we constructed and tested an orthologous
Salmonella �envC (�envCSe) mutant for susceptibility to CAMPs.
Two Salmonella mutant strains served as controls: a �phoPSe mu-
tant that is hypersusceptible to CAMPs, such as �-helical
magainin 2 and polymyxin B, as well as to other classes of antibi-
otics, such as vancomycin (36), and a �pmrABSe mutant that is
known to be exclusively hypersusceptible to polymyxin B (9).
Since the wild-type S. enterica strain is intrinsically more resistant
than E. coli to HNP-1, CAMP killing assays were conducted with a
higher concentration of HNP-1 (250 �g/ml).

As expected, the �phoPSe mutant was marginally susceptible to
HNP-1 (Fig. 4A) and was highly susceptible to LL-37, polymyxin
B, and vancomycin (Fig. 4B) (36), whereas the �pmrABSe mutant
was hypersusceptible only to polymyxin B (Fig. 4A and B). The
susceptibility of �phoPSe and �pmrABSe strains to HBD3 has not
been reported before; the �phoPSe mutant exhibited highly in-
creased susceptibility to HBD3, but the �pmrABSe mutant dis-

played wild-type susceptibility. The CAMP susceptibility trends of
the Salmonella �envCSe strain (Fig. 4) were very similar to those of
the E. coli �envCEc strain (Fig. 1B and 2), i.e., hypersusceptibility
to HNP-1 and LL-37 but not to HBD3 and polymyxin B. These
results demonstrate that the role of EnvC in CAMP resistance is

FIG 3 CAMP susceptibilities of amiA and amiB amidase mutants. (A) HNP-1 at 100 �g/ml. (B) LL-37 at 5 �g/ml. CAMP assays were performed similarly to the
description in the legend to Fig. 1. Data shown are means and SD for three independent experiments. Statistical significance was determined by one-way ANOVA
(**, P � 0.01; ***, P � 0.005; and ****, P � 0.001).

FIG 4 The Salmonella �envCSe mutant exhibits increased CAMP susceptibil-
ity. (A) HNP-1 at 250 �g/ml. (B) Killing assays were performed similarly to the
description in the legend to Fig. 1, with vancomycin at 500 �g/ml, LL-37 at 5
�g/ml, HBD3 at 5 �g/ml, or polymyxin B (PMB) at 0.1 �g/ml. Vancomycin
was incubated for 1 h, and other CAMPs were incubated for 15 min. Data
shown are means and SD for three independent experiments. Statistical signif-
icance was determined by one-way ANOVA (*, P � 0.05; **, P � 0.01; ***, P �
0.005; and ****, P � 0.001).
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conserved in Salmonella, and likely in other related Gram-nega-
tive enteric bacteria.

EnvC does not degrade CAMP, and outer membrane perme-
ability does not explain the CAMP hypersusceptibility of the
envC mutant. To further our understanding of how mutation of
envC and the consequent inactivation of the amidases AmiA and
AmiB result in CAMP hypersusceptibility, we overexpressed and
purified the EnvC protein as well as AmiA and AmiB. Since EnvC
alone was previously shown to cleave the protein �-casein (37), we
examined whether EnvC cleaves HNP-1. The EnvC protein in
combination with either amidase (AmiA or AmiB) was able to
cleave the peptidoglycan (see Fig. S3C in the supplemental mate-
rial). However, it did not show any proteolytic activity against
HNP-1, even in combination with its cognate amidases (see Fig.
S3D), suggesting that the CAMP hypersusceptibility of the envC
mutant was likely due to other cell surface changes caused by the
lack of EnvC (and the loss of amidase activity), not to a direct
action on the CAMP itself.

The �envCEc mutant has previously been shown to be hyper-
susceptible to many antibiotics with different modes of action
(38), and we observed that the Salmonella �envCSe mutant dis-
played increased susceptibility to the cell wall-targeting antibiotic
vancomycin (Fig. 4B). This drug has a high molecular mass (1,450
Da), and increased sensitivity of the mutant could be an indication
of increased outer membrane permeability (39). Therefore, we
tested the outer membrane permeability of wild-type and �envC
cells by measuring the uptake rates of two fluorescent dyes,

namely, cationic ethidium bromide and neutral Nile red. The dye
uptake assay was performed in the presence of the proton motive
force inhibitor CCCP to eliminate the antagonizing effect of mul-
tidrug efflux pumps (25, 26). The �phoP mutant, known for in-
creased outer membrane permeability, served as a control (26).
Compared with wild-type E. coli, the �envCEc mutant exhibited
extremely high baseline outer membrane permeability to both
ethidium bromide and Nile red (see Fig. S4 in the supplemental
material), and it displayed slightly higher dye uptake rates early in
the assay (up to 	100 s), especially for ethidium bromide. After
the initial surge of ethidium bromide uptake, the uptake rate of the
�envCEc mutant became similar to that of wild-type E. coli. We
suspected that this biphasic pattern of ethidium bromide uptake
might be due to the presence of dead cells and cell debris. Indeed,
this was supported by the presence of many ghost cells and cell
debris revealed in electro-microscopic images of the �envCEc mu-
tant (see Fig. S5 in the supplemental material). In marked con-
trast, the orthologous Salmonella �envCSe mutant displayed wild-
type levels of outer membrane permeability to both ethidium
bromide and Nile red (Fig. 5A). The control �phoP strains of both
E. coli and S. enterica showed more outer membrane permeability
than the respective wild-type strains (Fig. 5A; see Fig. S4). Based
on these results, we concluded that the outer membrane permea-
bility defect was not a main contributing factor to the increased
CAMP susceptibility of the �envC mutant.

Inactivation of envC does not alter LPS length but results in
increased surface charges and hydrophobicity. Mutations caus-

FIG 5 The Salmonella �envCSe mutant exhibits wild-type outer membrane permeability but increased surface negativity and hydrophobicity. (A) Outer
membrane permeability toward the cationic dye ethidium bromide or the neutral dye Nile red. Cells grown to mid-log phase in LB medium were harvested and
resuspended in buffer to an OD600 of 4. After the addition of dye to the cell resuspension, the fluorescence was measured immediately and over time. Data shown
are representative of more than three independent experiments with similar results. AU, arbitrary units. (B) Surface charges of the Salmonella wild-type and
�envCSe mutant strains were examined by a cytochrome c binding assay. Data shown are means and SD for three independent experiments. (C) Hydrophobicities
of cell surfaces of the Salmonella wild-type and �envCSe mutant strains were examined by a hexadecane adhesion assay. Data shown are means and SD for three
independent experiments. Statistical significance was determined by two-tailed Student’s t test (**, P � 0.01).
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ing the production of truncated lipooligosaccharides or the loss of
the LPS O antigen result in increased susceptibility to certain
CAMPs, such as human �-defensin 5 (HD-5) and LL-37 (40, 41).
However, we confirmed that both E. coli and Salmonella �envC
mutants produced wild-type LPS (see Fig. S6A in the supplemen-
tal material), excluding the linkage of envC deletion to aberrant
LPS production.

Susceptibility to CAMPs can also be affected by surface charges
and hydrophobicity of bacterial cells (7). To determine whether
the surface properties of the �envCSe mutant were altered, we
examined surface charges by measuring the binding of the cationic
protein cytochrome c to cells (27, 42) and determined surface
hydrophobicity by cell adherence to hexadecane (43, 44). The
�envCSe mutant cells bound to cytochrome c about 2.5-fold more
than wild-type cells did (Fig. 5B), and they adhered to hexadecane
	2-fold more than the wild-type Salmonella cells did (Fig. 5C),
indicating increased negative charges and hydrophobicity on the
surface of the �envCSe mutant. Similar cell surface alterations
were also observed with the E. coli �envCEc mutant (see Fig. S7A
and B in the supplemental material). These results suggested that
the envC knockout caused changes in the composition of the cell
envelope. Consistently, the examination of membrane protein
profiles by two-dimensional gel electrophoresis revealed differen-
tial levels of some membrane proteins in the �envCEc mutant
compared with the wild type (see Fig. S8). Taken together, the
results indicate that the altered cell surface properties observed
with the �envC mutants appear to be due in part to changes in
membrane protein profiles and are expected to increase the bind-
ing of cationic, amphipathic antimicrobial peptides to �envC
cells. Based on these results, we concluded that cell surface altera-
tions contribute at least partly to the �envC hypersusceptibility to
CAMPs.

The Salmonella �envCSe mutant has attenuated virulence.
The �envC mutant was found to be the most hypersusceptible to
the major CAMPs produced by human neutrophils (HNP-1 and
LL-37), with no appreciable growth defect in vitro. To determine
the in vivo significance of this finding, we examined the virulence
of the �envCSe mutant in the mouse model of Salmonella infec-
tion. Mice were inoculated intraperitoneally with 	2 � 103 cells
of the wild-type or �envCSe strain. Mice infected with the �envCSe

mutant showed a significantly higher survival rate (P � 0.0001)
than that of mice infected with wild-type Salmonella (Fig. 6), dem-

onstrating that the role of EnvC, including intrinsic CAMP resis-
tance, is important for full virulence of Salmonella.

DISCUSSION

Intrinsic resistance to host CAMPs, such as HNP-1, is a crucial
factor for bacterial pathogen survival in host environments, yet
little is known about the genes required for the intrinsic resistance
to HNP-1 in Gram-negative bacteria. In this study, we screened
the Keio collection of 3,985 E. coli mutants and identified two
genes (envC and zapB) previously unknown for their roles in in-
trinsic resistance to CAMPs (Fig. 1 and 2). Since ZapB is necessary
for stabilization of the FtsZ ring at the septum and the subsequent
recruitment of several proteins, including EnvC (32), it is likely
that the hypersusceptibility phenotypes of the �envC and �zapB
mutants were due to impairment in this shared pathway. Several
other genes that are involved in Z-ring and septum formation are
essential for viability (45); therefore, the corresponding mutants
are not available in the Keio collection and would not appear in
our screen (17). In a recent study, Moser et al. also screened the
Keio collection for mutants with increased sensitivity to HD-5,
and they identified mutants with a defect in either LPS biosynthe-
sis or membrane integrity (46). However, the �envCEc mutant was
reported to exhibit very weak, if any, hypersusceptibility to HD-5,
and the �zapB mutant was not retrieved. This result is somewhat
similar to our observation that both E. coli and S. enterica �envC
mutants display wild-type susceptibility to HBD3 (Fig. 2 and 4)
and may suggest that the mechanism of action of HD-5 is similar
to that of HBD3 but distinct from that of HNP-1. In another
study, Weatherspoon-Griffin et al. screened a collection of 	1,400
Salmonella single-gene deletion mutants for those with increased
protamine susceptibility (47), and they identified a �tatC mutant
defective in the twin-arginine transport (Tat) system (48) and
�amiA and �amiC mutants that lack amidases translocated by the
Tat system (49). Though single or double amidase mutants were
hypersusceptible to the linear peptide protamine and the �-helical
peptides magainin 2 and melittin, they were not hypersusceptible
to either polymyxin B or HNP-1, suggesting that the mechanism
of action of HNP-1 is distinct from that of protamine, magainin 2,
or melittin (47).

Most, if not all, CAMPs, including defensins, were thought to
target bacterial cell membranes (1, 50–53). However, increasing
evidence suggests that many CAMPs may have additional, more
specific targets (50). A study by de Leeuw et al. showed that the
bactericidal activity of HNP-1 does not correlate with membrane
leakage in Staphylococcus aureus but instead HNP-1 binds the pep-
tidoglycan building block lipid II in vitro (54). (We refer to lipid II
molecules as those both newly synthesized and incorporated into
peptidoglycan here.) It is also noteworthy that LL-37 was shown to
enter the cell via new cell division poles and/or septal sites, where
newly synthesized lipid II molecules are likely to be enriched (4).
Since EnvC forms an active amidase with either AmiA or AmiB
that cleaves the amide bond between the D-alanine residue of the
stem peptide and N-acetylmuramic acid in the peptidoglycan
(31), the peptidoglycan of the �envC mutant is expected to be
packed more densely with (un)cross-linked lipid II molecules
(55). Though the direct binding of LL-37 to lipid II remains to be
determined, it is highly probable that enriched lipid II molecules
in the �envC mutant attract more lipid II-targeting CAMPs.

While our results align well with the notion that both HNP-1
and LL-37 may target lipid II molecules, the distinct susceptibility

FIG 6 The Salmonella �envCSe mutant displays attenuated virulence. Groups
of 10 C57BL/6 mice were inoculated intraperitoneally with the Salmonella
14028s wild-type and �envCSe mutant strains at a dose of 2 � 103 cells. Statis-
tical significance was determined by the log rank (Mantel-Cox) test (for the
WTSe versus the �envCSe mutant, P � 0.0001).
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patterns of the �envC mutant and its cognate amidase mutants to
different CAMPs imply that HNP-1 and LL-37 may particularly
target certain species of lipid II molecules (Fig. 3 and 4). Interest-
ingly, though the AmiA and AmiB amidases are both activated by
EnvC and can cleave lipid II molecules with either tetra- or penta-
stem peptides (31, 56), AmiA has a stronger substrate preference
for lipid II molecules with penta-stem peptides (56). We consis-
tently observed the �amiA mutant exhibiting slightly increased
susceptibility to HNP-1 (Fig. 3A) compared with the �amiB mu-
tant, which exhibited wild-type HNP-1 susceptibility. This result
suggests that HNP-1 may bind lipid II molecules with penta-stem
peptides, while LL-37 preferentially binds lipid II molecules with
tetra-stem peptides. This notion is further corroborated by addi-
tional observations with the �nlpD and �amiC mutants. E. coli
harbors a third amidase, AmiC, which is activated by its cognate
accessory protein NlpD (31). AmiC cleaves the same amide bond
in peptidoglycan as that cleaved by AmiA and AmiB, but it pref-
erentially cleaves lipid II molecules with tetra-stem peptides over
those with penta-stem peptides (31, 56). Consistently, both
�amiC and �nlpD mutants displayed wild-type HNP-1 suscepti-
bility, but they exhibited increased susceptibility to LL-37 com-
pared with that of the wild type (see Fig. S9 in the supplemental
material). Nevertheless, the preferential binding of these CAMPs
to lipid II molecules with stem peptides of different lengths re-
mains to be determined.

In addition to potential enrichment of lipid II molecules in the
�envC mutant, there appears to be an additional factor(s) in-
volved in the �envC hypersusceptibility to CAMPs. Based on the
localized entry of LL-37 into cells via septal sites, Sochacki et al.
proposed cardiolipin, a negatively charged phospholipid that is
normally enriched in septal sites of dividing cells, as a putative
target of LL-37 (4). Interestingly, an earlier study by Michel et al.
reported a 2-fold increase in cardiolipin content in the E. coli envC
mutant (57). The results of these two studies may partly explain
the overall increase in surface negativity and hydrophobicity and
the consequent CAMP hypersusceptibility of the �envC mutant
observed in this study (Fig. 1C, 2A, and 4).

Recently, Ercoli et al. reported that envC knockout alters the
outer membrane and periplasmic protein compositions in Hae-
mophilus influenzae (58), which is consistent with our observa-
tions with the E. coli �envC mutant (see Fig. S8 in the supplemen-
tal material). While it is clear that functional EnvC is required for
proper localization of membrane/periplasmic proteins, it is un-
clear at this point whether and how the altered membrane protein
composition contributes to the CAMP hypersusceptibility of the
�envC mutant. It appears that the effect of envC inactivation in E.
coli is limited to certain membrane/periplasmic proteins (see Ta-
ble S5), since the �envCEc mutant exhibited no defect in LPS
transport (see Fig. S6B). The contribution of the altered mem-
brane/periplasmic protein compositions to the CAMP hypersus-
ceptibility of the �envC mutant requires further examination.

Alternatively, or in addition, it is conceivable that anionic stem
peptides, which are cleaved from lipid II by amidases (EnvC plus
AmiA and EnvC plus AmiB), may directly bind and interfere with
CAMPs, thereby conferring CAMP resistance. In E. coli, a nega-
tively charged tetra-stem peptide (L-alanine-D-glutamate-meso-
diaminopimelate-D-alanine) and its dimer (and perhaps trimer)
are released/recycled during growth (59–61). In this scenario, an-
ionic stem peptides are expected to play Jekyll and Hyde-type

roles: those attached to lipid II are susceptibility determinants,
and those liberated by amidases are resistance determinants.

The differences in outer membrane permeability we observed
for the E. coli �envCEc mutant versus the Salmonella �envCSe mu-
tant (Fig. 5A; see Fig. S7 in the supplemental material) may have
been due to strain- or species-specific differences and underscore
the importance of validation in other related bacterial species. Our
data clearly demonstrate that the CAMP hypersusceptibility of the
Salmonella �envCSe mutant is not due to defective outer mem-
brane permeability (Fig. 5). In this regard, previous studies report-
ing the E. coli �envCEc mutant to be hypersusceptible to several
antibiotics (38, 62) may need to be interpreted cautiously, because
such phenotypes may not simply be due to a defect in outer mem-
brane permeability.

Although it is significant, EnvC-mediated CAMP resistance
may not be the only cause for the attenuated virulence of the
Salmonella �envCSe mutant. Because the �envCSe mutant has an
altered composition of membrane proteins, and likely of pepti-
doglycan, components that are recognized by the host immune
system (63–65), it is reasonable to think that the �envCSe mutant
elicits an inflammatory response distinct from that to wild-type
Salmonella. This altered host immune response may negatively
influence the survival of the �envCSe mutant in the host.

In conclusion, this study identifies the envC gene as a novel
determinant of CAMP resistance, suggesting that intact cell divi-
sion is critical for intrinsic resistance to certain CAMPs, such as
HNP-1 and LL-37. Our data indicate that inactivation of envC
causes multiple cellular perturbations, including increased surface
negativity and hydrophobicity, the combination of which creates a
microenvironment favorable for entry and subsequent action of
CAMPs. Our results, together with two recent studies reporting
the essentiality of envC in Pseudomonas aeruginosa (66) and in
virulence of H. influenzae (58), suggest that the functional role of
EnvC is conserved in a wide range of bacterial pathogens and
support the proposition that compounds that inhibit the function
of EnvC or its cognate amidases may serve as new antibacterial or
antivirulence agents.

ACKNOWLEDGMENTS

We thank Xuanlin Tu for construction and preliminary characterization
of several mutant strains and Nanthida J. Barranis for help with validation
of individual mutants identified in the primary screen. We are grateful to
Eduardo A. Groisman (Yale University) for providing some Salmonella
mutant strains and to Tsuyoshi Uehara and Thomas G. Bernhardt (Har-
vard University) for technical advice on the preparation of dye-labeled
peptidoglycan. We also thank members of the H. Lee and A. Mankin
laboratories for their thoughtful discussions.

We have no conflicts of interest to declare.

FUNDING INFORMATION
HHS | NIH | National Institute of Allergy and Infectious Diseases (NIAID)
provided funding to Hyunwoo Lee under grant number AI076678.

This study was supported by NIH/NIAID (grant AI076678 to Hyunwoo
Lee) and in part by startup funds (to Hyunwoo Lee) from the University of
Illinois at Chicago. The funders had no role in study design, data collec-
tion and interpretation, or the decision to submit the work for publica-
tion.

REFERENCES
1. Wang G, Mishra B, Lau K, Lushnikova T, Golla R, Wang X. 2015.

Antimicrobial peptides in 2014. Pharmaceuticals 8:123–150. http://dx.doi
.org/10.3390/ph8010123.

Intrinsic Resistance to CAMPs

April 2016 Volume 60 Number 4 aac.asm.org 2229Antimicrobial Agents and Chemotherapy

http://dx.doi.org/10.3390/ph8010123
http://dx.doi.org/10.3390/ph8010123
http://aac.asm.org


2. Wang G. 2014. Human antimicrobial peptides and proteins. Pharmaceu-
ticals 7:545–594. http://dx.doi.org/10.3390/ph7050545.

3. Rangarajan N, Bakshi S, Weisshaar JC. 2013. Localized permeabilization
of E. coli membranes by the antimicrobial peptide cecropin A. Biochem-
istry 52:6584 – 6594. http://dx.doi.org/10.1021/bi400785j.

4. Sochacki KA, Barns KJ, Bucki R, Weisshaar JC. 2011. Real-time attack
on single Escherichia coli cells by the human antimicrobial peptide LL-37.
Proc Natl Acad Sci U S A 108:E77–E81. http://dx.doi.org/10.1073/pnas
.1101130108.

5. Chang T-W, Lin Y-M, Wang C-F, Liao Y-D. 2012. Outer membrane
lipoprotein Lpp is Gram-negative bacterial cell surface receptor for cat-
ionic antimicrobial peptides. J Biol Chem 287:418 – 428. http://dx.doi.org
/10.1074/jbc.M111.290361.

6. Lin Y-M, Wu S-J, Chang T-W, Wang C-F, Suen C-S, Hwang M-J,
Chang MD-T, Chen Y-T, Liao Y-D. 2010. Outer membrane protein I of
Pseudomonas aeruginosa is a target of cationic antimicrobial peptide/
protein. J Biol Chem 285:8985– 8994. http://dx.doi.org/10.1074/jbc.M109
.078725.

7. Matamouros S, Miller SI. 2015. S. Typhimurium strategies to resist kill-
ing by cationic antimicrobial peptides. Biochim Biophys Acta 1848:3021–
3025. http://dx.doi.org/10.1016/j.bbamem.2015.01.013.

8. Dalebroux ZD, Miller SI. 2014. Salmonellae PhoPQ regulation of the
outer membrane to resist innate immunity. Curr Opin Microbiol 17:106 –
113. http://dx.doi.org/10.1016/j.mib.2013.12.005.

9. Chen HD, Groisman EA. 2013. The biology of the PmrA/PmrB two-
component system: the major regulator of lipopolysaccharide modifica-
tions. Annu Rev Microbiol 67:83–112. http://dx.doi.org/10.1146/annurev
-micro-092412-155751.

10. Kox LF, Wosten MM, Groisman EA. 2000. A small protein that mediates
the activation of a two-component system by another two-component
system. EMBO J 19:1861–1872. http://dx.doi.org/10.1093/emboj/19.8
.1861.

11. Guina T, Yi EC, Wang H, Hackett M, Miller SI. 2000. A PhoP-regulated
outer membrane protease of Salmonella enterica serovar Typhimurium
promotes resistance to alpha-helical antimicrobial peptides. J Bacteriol
182:4077– 4086. http://dx.doi.org/10.1128/JB.182.14.4077-4086.2000.

12. Parra-Lopez C, Lin R, Aspedon A, Groisman EA. 1994. A Salmonella
protein that is required for resistance to antimicrobial peptides and trans-
port of potassium. EMBO J 13:3964 –3972.

13. Brodsky IE, Ghori N, Falkow S, Monack D. 2005. Mig-14 is an inner
membrane-associated protein that promotes Salmonella typhimurium re-
sistance to CRAMP, survival within activated macrophages and persistent
infection. Mol Microbiol 55:954 –972.

14. Guo L, Lim KB, Poduje CM, Daniel M, Gunn JS, Hackett M, Miller SI.
1998. Lipid A acylation and bacterial resistance against vertebrate antimi-
crobial peptides. Cell 95:189 –198. http://dx.doi.org/10.1016/S0092
-8674(00)81750-X.

15. Groisman EA, Parra-Lopez C, Salcedo M, Lipps CJ, Heffron F. 1992.
Resistance to host antimicrobial peptides is necessary for Salmonella vir-
ulence. Proc Natl Acad Sci U S A 89:11939 –11943. http://dx.doi.org/10
.1073/pnas.89.24.11939.

16. Olaitan AO, Morand S, Rolain JM. 2014. Mechanisms of polymyxin
resistance: acquired and intrinsic resistance in bacteria. Front Microbiol
5:643. http://dx.doi.org/10.3389/fmicb.2014.00643.

17. Baba T, Ara T, Hasegawa M, Takai Y, Okumura Y, Baba M, Datsenko
KA, Tomita M, Wanner BL, Mori H. 2006. Construction of Escherichia
coli K-12 in-frame, single-gene knockout mutants: the Keio collection.
Mol Syst Biol 2:2006.0008.

18. Jarvik T, Smillie C, Groisman EA, Ochman H. 2010. Short-term signa-
tures of evolutionary change in the Salmonella enterica serovar Typhimu-
rium 14028 genome. J Bacteriol 192:560 –567. http://dx.doi.org/10.1128
/JB.01233-09.

19. Datsenko KA, Wanner BL. 2000. One-step inactivation of chromosomal
genes in Escherichia coli K-12 using PCR products. Proc Natl Acad Sci
U S A 97:6640 – 6645. http://dx.doi.org/10.1073/pnas.120163297.

20. Sternberg NL, Maurer R. 1991. Bacteriophage-mediated generalized
transduction in Escherichia coli and Salmonella typhimurium. Methods
Enzymol 204:18 – 43. http://dx.doi.org/10.1016/0076-6879(91)04004-8.

21. Smith L, Gomez M, Shatalin K, Lee H, Neyfakh A. 2007. Monitoring of
gene knockouts: genome-wide profiling of conditionally essential genes.
Genome Biol 8:R87. http://dx.doi.org/10.1186/gb-2007-8-5-r87.

22. Wiegand I, Hilpert K, Hancock REW. 2008. Agar and broth dilution
methods to determine the minimal inhibitory concentration (MIC) of

antimicrobial substances. Nat Protoc 3:163–175. http://dx.doi.org/10
.1038/nprot.2007.521.

23. Chen C-Y, Nace GW, Irwin PL. 2003. A 6�6 drop plate method for
simultaneous colony counting and MPN enumeration of Campylobacter
jejuni, Listeria monocytogenes, and Escherichia coli. J Microbiol Methods
55:475– 479. http://dx.doi.org/10.1016/S0167-7012(03)00194-5.

24. Lerner CG, Inouye M. 1990. Low copy number plasmids for regulated
low-level expression of cloned genes in Escherichia coli with blue/white
insert screening capability. Nucleic Acids Res 18:4631. http://dx.doi.org
/10.1093/nar/18.15.4631.

25. Viau C, Le Sage V, Ting DK, Gross J, Le Moual H. 2011. Absence of
PmrAB-mediated phosphoethanolamine modifications of Citrobacter ro-
dentium lipopolysaccharide affects outer membrane integrity. J Bacteriol
193:2168 –2176. http://dx.doi.org/10.1128/JB.01449-10.

26. Murata T, Tseng W, Guina T, Miller SI, Nikaido H. 2007. PhoPQ-
mediated regulation produces a more robust permeability barrier in the
outer membrane of Salmonella enterica serovar Typhimurium. J Bacteriol
189:7213–7222. http://dx.doi.org/10.1128/JB.00973-07.

27. Kristian SA, Datta V, Weidenmaier C, Kansal R, Fedtke I, Peschel A,
Gallo RL, Nizet V. 2005. D-Alanylation of teichoic acids promotes group
A Streptococcus antimicrobial peptide resistance, neutrophil survival, and
epithelial cell invasion. J Bacteriol 187:6719 – 6725. http://dx.doi.org/10
.1128/JB.187.19.6719-6725.2005.

28. Kröger C, Dillon SC, Cameron ADS, Papenfort K, Sivasankaran SK,
Hokamp K, Chao Y, Sittka A, Hébrard M, Händler K, Colgan A,
Leekitcharoenphon P, Langridge GC, Lohan AJ, Loftus B, Lucchini S,
Ussery DW, Dorman CJ, Thomson NR, Vogel J, Hinton JCD. 2012. The
transcriptional landscape and small RNAs of Salmonella enterica serovar
Typhimurium. Proc Natl Acad Sci U S A 109:E1277–E1286. http://dx.doi
.org/10.1073/pnas.1201061109.

29. Salgado H, Peralta-Gil M, Gama-Castro S, Santos-Zavaleta A, Muñiz-
Rascado L, García-Sotelo JS, Weiss V, Solano-Lira H, Martínez-Flores
I, Medina-Rivera A, Salgado-Osorio G, Alquicira-Hernández S,
Alquicira-Hernández K, López-Fuentes A, Porrón-Sotelo L, Huerta
AM, Bonavides-Martínez C, Balderas-Martínez YI, Pannier L, Olvera
M, Labastida A, Jiménez-Jacinto V, Vega-Alvarado L, del Moral-Chávez
V, Hernández-Alvarez A, Morett E, Collado-Vides J. 2013. RegulonDB
v8.0: omics data sets, evolutionary conservation, regulatory phrases,
cross-validated gold standards and more. Nucleic Acids Res 41:D203–
D213. http://dx.doi.org/10.1093/nar/gks1201.

30. Galli E, Gerdes K. 2012. FtsZ-ZapA-ZapB interactome of Escherichia coli.
J Bacteriol 194:292–302. http://dx.doi.org/10.1128/JB.05821-11.

31. Uehara T, Parzych KR, Dinh T, Bernhardt TG. 2010. Daughter cell
separation is controlled by cytokinetic ring-activated cell wall hydrolysis.
EMBO J 29:1412–1422. http://dx.doi.org/10.1038/emboj.2010.36.

32. Galli E, Gerdes K. 2010. Spatial resolution of two bacterial cell division
proteins: ZapA recruits ZapB to the inner face of the Z-ring. Mol Micro-
biol 76:1514 –1526. http://dx.doi.org/10.1111/j.1365-2958.2010.07183.x.

33. Ebersbach G, Galli E, Moller-Jensen J, Lowe J, Gerdes K. 2008. Novel
coiled-coil cell division factor ZapB stimulates Z ring assembly and cell
division. Mol Microbiol 68:720 –735. http://dx.doi.org/10.1111/j.1365
-2958.2008.06190.x.

34. Troup B, Jahn M, Hungerer C, Jahn D. 1994. Isolation of the hemF
operon containing the gene for the Escherichia coli aerobic coproporphy-
rinogen III oxidase by in vivo complementation of a yeast HEM13 mutant.
J Bacteriol 176:673– 680.

35. Tsui HC, Feng G, Winkler ME. 1996. Transcription of the mutL repair,
miaA tRNA modification, hfq pleiotropic regulator, and hflA region pro-
tease genes of Escherichia coli K-12 from clustered E32-specific promoters
during heat shock. J Bacteriol 178:5719 –5731.

36. Shi Y, Cromie MJ, Hsu FF, Turk J, Groisman EA. 2004. PhoP-regulated
Salmonella resistance to the antimicrobial peptides magainin 2 and poly-
myxin B. Mol Microbiol 53:229 –241. http://dx.doi.org/10.1111/j.1365
-2958.2004.04107.x.

37. Ichimura T, Yamazoe M, Maeda M, Wada C, Hiraga S. 2002. Proteolytic
activity of YibP protein in Escherichia coli. J Bacteriol 184:2595–2602. http:
//dx.doi.org/10.1128/JB.184.10.2595-2602.2002.

38. Liu A, Tran L, Becket E, Lee K, Chinn L, Park E, Tran K, Miller JH. 2010.
Antibiotic sensitivity profiles determined with an Escherichia coli gene knock-
out collection: generating an antibiotic bar code. Antimicrob Agents Che-
mother 54:1393–1403. http://dx.doi.org/10.1128/AAC.00906-09.

39. Nikaido H. 2003. Molecular basis of bacterial outer membrane permea-

Oguri et al.

2230 aac.asm.org April 2016 Volume 60 Number 4Antimicrobial Agents and Chemotherapy

http://dx.doi.org/10.3390/ph7050545
http://dx.doi.org/10.1021/bi400785j
http://dx.doi.org/10.1073/pnas.1101130108
http://dx.doi.org/10.1073/pnas.1101130108
http://dx.doi.org/10.1074/jbc.M111.290361
http://dx.doi.org/10.1074/jbc.M111.290361
http://dx.doi.org/10.1074/jbc.M109.078725
http://dx.doi.org/10.1074/jbc.M109.078725
http://dx.doi.org/10.1016/j.bbamem.2015.01.013
http://dx.doi.org/10.1016/j.mib.2013.12.005
http://dx.doi.org/10.1146/annurev-micro-092412-155751
http://dx.doi.org/10.1146/annurev-micro-092412-155751
http://dx.doi.org/10.1093/emboj/19.8.1861
http://dx.doi.org/10.1093/emboj/19.8.1861
http://dx.doi.org/10.1128/JB.182.14.4077-4086.2000
http://dx.doi.org/10.1016/S0092-8674(00)81750-X
http://dx.doi.org/10.1016/S0092-8674(00)81750-X
http://dx.doi.org/10.1073/pnas.89.24.11939
http://dx.doi.org/10.1073/pnas.89.24.11939
http://dx.doi.org/10.3389/fmicb.2014.00643
http://dx.doi.org/10.1128/JB.01233-09
http://dx.doi.org/10.1128/JB.01233-09
http://dx.doi.org/10.1073/pnas.120163297
http://dx.doi.org/10.1016/0076-6879(91)04004-8
http://dx.doi.org/10.1186/gb-2007-8-5-r87
http://dx.doi.org/10.1038/nprot.2007.521
http://dx.doi.org/10.1038/nprot.2007.521
http://dx.doi.org/10.1016/S0167-7012(03)00194-5
http://dx.doi.org/10.1093/nar/18.15.4631
http://dx.doi.org/10.1093/nar/18.15.4631
http://dx.doi.org/10.1128/JB.01449-10
http://dx.doi.org/10.1128/JB.00973-07
http://dx.doi.org/10.1128/JB.187.19.6719-6725.2005
http://dx.doi.org/10.1128/JB.187.19.6719-6725.2005
http://dx.doi.org/10.1073/pnas.1201061109
http://dx.doi.org/10.1073/pnas.1201061109
http://dx.doi.org/10.1093/nar/gks1201
http://dx.doi.org/10.1128/JB.05821-11
http://dx.doi.org/10.1038/emboj.2010.36
http://dx.doi.org/10.1111/j.1365-2958.2010.07183.x
http://dx.doi.org/10.1111/j.1365-2958.2008.06190.x
http://dx.doi.org/10.1111/j.1365-2958.2008.06190.x
http://dx.doi.org/10.1111/j.1365-2958.2004.04107.x
http://dx.doi.org/10.1111/j.1365-2958.2004.04107.x
http://dx.doi.org/10.1128/JB.184.10.2595-2602.2002
http://dx.doi.org/10.1128/JB.184.10.2595-2602.2002
http://dx.doi.org/10.1128/AAC.00906-09
http://aac.asm.org


bility revisited. Microbiol Mol Biol Rev 67:593– 656. http://dx.doi.org/10
.1128/MMBR.67.4.593-656.2003.

40. Uehara T, Dinh T, Bernhardt TG. 2009. LytM-domain factors are re-
quired for daughter cell separation and rapid ampicillin-induced lysis in
Escherichia coli. J Bacteriol 191:5094 –5107. http://dx.doi.org/10.1128/JB
.00505-09.

41. Keo T, Collins J, Kunwar P, Blaser MJ, Iovine NM. 2011. Campylobac-
ter capsule and lipooligosaccharide confer resistance to serum and cat-
ionic antimicrobials. Virulence 2:30 – 40. http://dx.doi.org/10.4161/viru.2
.1.14752.

42. Su J-H, Chung Y-C, Lee H-C, Tseng I-C, Chang M-C. 2009. Ferrous
iron-binding protein Omb of Salmonella enterica serovar Choleraesuis
promotes resistance to hydrophobic antibiotics and contributes to its vir-
ulence. Microbiology 155:2365–2374. http://dx.doi.org/10.1099/mic.0
.026880-0.

43. Swiatlo E, Champlin FR, Holman SC, Wilson WW, Watt JM. 2002.
Contribution of choline-binding proteins to cell surface properties of
Streptococcus pneumoniae. Infect Immun 70:412– 415. http://dx.doi.org
/10.1128/IAI.70.1.412-415.2002.

44. Nakao R, Ramstedt M, Wai SN, Uhlin BE. 2012. Enhanced biofilm
formation by Escherichia coli LPS mutants defective in Hep biosynthesis.
PLoS One 7:e51241. http://dx.doi.org/10.1371/journal.pone.0051241.

45. Egan AJ, Vollmer W. 2013. The physiology of bacterial cell division. Ann
N Y Acad Sci 1277:8 –28. http://dx.doi.org/10.1111/j.1749-6632.2012
.06818.x.

46. Moser S, Chileveru HR, Tomaras J, Nolan EM. 2014. A bacterial mutant
library as a tool to study the attack of a defensin peptide. Chembiochem
15:2684 –2688. http://dx.doi.org/10.1002/cbic.201402354.

47. Weatherspoon-Griffin N, Zhao G, Kong W, Kong Y, Morigen Andrews-
Polymenis H, McClelland M, Shi Y. 2011. The CpxR/CpxA two-
component system up-regulates two Tat-dependent peptidoglycan ami-
dases to confer bacterial resistance to antimicrobial peptide. J Biol Chem
286:5529 –5539. http://dx.doi.org/10.1074/jbc.M110.200352.

48. Berks BC, Sargent F, Palmer T. 2000. The Tat protein export pathway.
Mol Microbiol 35:260 –274. http://dx.doi.org/10.1046/j.1365-2958.2000
.01719.x.

49. Bernhardt TG, De Boer PAJ. 2003. The Escherichia coli amidase AmiC is
a periplasmic septal ring component exported via the twin-arginine trans-
port pathway. Mol Microbiol 48:1171–1182. http://dx.doi.org/10.1046/j
.1365-2958.2003.03511.x.

50. Brogden KA. 2005. Antimicrobial peptides: pore formers or metabolic
inhibitors in bacteria? Nat Rev Microbiol 3:238 –250. http://dx.doi.org/10
.1038/nrmicro1098.

51. Fujii G, Selsted ME, Eisenberg D. 1993. Defensins promote fusion and
lysis of negatively charged membranes. Protein Sci 2:1301–1312. http://dx
.doi.org/10.1002/pro.5560020813.

52. Kagan BL, Selsted ME, Ganz T, Lehrer RI. 1990. Antimicrobial defensin
peptides form voltage-dependent ion-permeable channels in planar lipid
bilayer membranes. Proc Natl Acad Sci U S A 87:210 –214. http://dx.doi
.org/10.1073/pnas.87.1.210.

53. Lehrer RI, Barton A, Daher KA, Harwig SS, Ganz T, Selsted ME. 1989.
Interaction of human defensins with Escherichia coli. Mechanism of bac-
tericidal activity. J Clin Invest 84:553–561.

54. de Leeuw E, Li C, Zeng P, Li C, Buin MD-D, Lu W-Y, Breukink E, Lu
W. 2010. Functional interaction of human neutrophil peptide-1 with the
cell wall precursor lipid II. FEBS Lett 584:1543–1548. http://dx.doi.org/10
.1016/j.febslet.2010.03.004.

55. Heidrich C, Ursinus A, Berger J, Schwarz H, Holtje JV. 2002. Effects of
multiple deletions of murein hydrolases on viability, septum cleavage, and
sensitivity to large toxic molecules in Escherichia coli. J Bacteriol 184:6093–
6099. http://dx.doi.org/10.1128/JB.184.22.6093-6099.2002.

56. Priyadarshini R, Popham DL, Young KD. 2006. Daughter cell separation
by penicillin-binding proteins and peptidoglycan amidases in Escherichia
coli. J Bacteriol 188:5345–5355. http://dx.doi.org/10.1128/JB.00476-06.

57. Michel G, Di Savino D, Starka J. 1977. Phospholipid composition and
phenotypic correction of an envC division mutant of Escherichia coli. J
Bacteriol 129:145–150.

58. Ercoli G, Tani C, Pezzicoli A, Vacca I, Martinelli M, Pecetta S, Petracca
R, Rappuoli R, Pizza M, Norais N, Soriani M, Aricò B. 2015. LytM
proteins play a crucial role in cell separation, outer membrane composi-
tion, and pathogenesis in nontypeable Haemophilus influenzae. mBio
6:e02575. http://dx.doi.org/10.1128/mBio.02575-14.

59. Goodell EW, Schwarz U. 1985. Release of cell wall peptides into culture
medium by exponentially growing Escherichia coli. J Bacteriol 162:391–397.

60. Goodell EW. 1985. Recycling of murein by Escherichia coli. J Bacteriol
163:305–310.

61. Johnson JW, Fisher JF, Mobashery S. 2013. Bacterial cell-wall recycling.
Ann N Y Acad Sci 1277:54 –75. http://dx.doi.org/10.1111/j.1749-6632
.2012.06813.x.

62. Tamae C, Liu A, Kim K, Sitz D, Hong J, Becket E, Bui A, Solaimani P,
Tran KP, Yang H, Miller JH. 2008. Determination of antibiotic hyper-
sensitivity among 4,000 single-gene-knockout mutants of Escherichia coli.
J Bacteriol 190:5981–5988. http://dx.doi.org/10.1128/JB.01982-07.

63. West AP, Koblansky AA, Ghosh S. 2006. Recognition and signaling by
Toll-like receptors. Annu Rev Cell Dev Biol 22:409 – 437. http://dx.doi.org
/10.1146/annurev.cellbio.21.122303.115827.

64. Girardin SE, Boneca IG, Viala J, Chamaillard M, Labigne A, Thomas G,
Philpott DJ, Sansonetti PJ. 2003. Nod2 is a general sensor of peptidogly-
can through muramyl dipeptide (MDP) detection. J Biol Chem 278:8869 –
8872. http://dx.doi.org/10.1074/jbc.C200651200.

65. Girardin SE, Boneca IG, Carneiro LA, Antignac A, Jehanno M, Viala J,
Tedin K, Taha MK, Labigne A, Zahringer U, Coyle AJ, DiStefano PS,
Bertin J, Sansonetti PJ, Philpott DJ. 2003. Nod1 detects a unique muro-
peptide from gram-negative bacterial peptidoglycan. Science 300:1584 –
1587. http://dx.doi.org/10.1126/science.1084677.

66. Yakhnina AA, McManus HR, Bernhardt TG. 2015. The cell wall amidase
AmiB is essential for Pseudomonas aeruginosa cell division, drug resistance
and viability. Mol Microbiol 97:957–973. http://dx.doi.org/10.1111/mmi
.13077.

Intrinsic Resistance to CAMPs

April 2016 Volume 60 Number 4 aac.asm.org 2231Antimicrobial Agents and Chemotherapy

http://dx.doi.org/10.1128/MMBR.67.4.593-656.2003
http://dx.doi.org/10.1128/MMBR.67.4.593-656.2003
http://dx.doi.org/10.1128/JB.00505-09
http://dx.doi.org/10.1128/JB.00505-09
http://dx.doi.org/10.4161/viru.2.1.14752
http://dx.doi.org/10.4161/viru.2.1.14752
http://dx.doi.org/10.1099/mic.0.026880-0
http://dx.doi.org/10.1099/mic.0.026880-0
http://dx.doi.org/10.1128/IAI.70.1.412-415.2002
http://dx.doi.org/10.1128/IAI.70.1.412-415.2002
http://dx.doi.org/10.1371/journal.pone.0051241
http://dx.doi.org/10.1111/j.1749-6632.2012.06818.x
http://dx.doi.org/10.1111/j.1749-6632.2012.06818.x
http://dx.doi.org/10.1002/cbic.201402354
http://dx.doi.org/10.1074/jbc.M110.200352
http://dx.doi.org/10.1046/j.1365-2958.2000.01719.x
http://dx.doi.org/10.1046/j.1365-2958.2000.01719.x
http://dx.doi.org/10.1046/j.1365-2958.2003.03511.x
http://dx.doi.org/10.1046/j.1365-2958.2003.03511.x
http://dx.doi.org/10.1038/nrmicro1098
http://dx.doi.org/10.1038/nrmicro1098
http://dx.doi.org/10.1002/pro.5560020813
http://dx.doi.org/10.1002/pro.5560020813
http://dx.doi.org/10.1073/pnas.87.1.210
http://dx.doi.org/10.1073/pnas.87.1.210
http://dx.doi.org/10.1016/j.febslet.2010.03.004
http://dx.doi.org/10.1016/j.febslet.2010.03.004
http://dx.doi.org/10.1128/JB.184.22.6093-6099.2002
http://dx.doi.org/10.1128/JB.00476-06
http://dx.doi.org/10.1128/mBio.02575-14
http://dx.doi.org/10.1111/j.1749-6632.2012.06813.x
http://dx.doi.org/10.1111/j.1749-6632.2012.06813.x
http://dx.doi.org/10.1128/JB.01982-07
http://dx.doi.org/10.1146/annurev.cellbio.21.122303.115827
http://dx.doi.org/10.1146/annurev.cellbio.21.122303.115827
http://dx.doi.org/10.1074/jbc.C200651200
http://dx.doi.org/10.1126/science.1084677
http://dx.doi.org/10.1111/mmi.13077
http://dx.doi.org/10.1111/mmi.13077
http://aac.asm.org

	MATERIALS AND METHODS
	Bacterial strains, growth conditions, and transductions.
	Genome-wide screen for mutants with altered HNP-1 susceptibility.
	CAMP killing assay.
	Construction of complementation plasmids.
	Outer membrane permeability assay.
	Cytochrome c binding assay.
	Hexadecane adhesion assay.
	Animal experiments.
	Statistical analysis.

	RESULTS
	Identification of Escherichia coli mutants with altered HNP-1 susceptibility.
	envC and zapB mutants exhibit distinct profiles of susceptibility to different CAMPs.
	The CAMP hypersusceptibility of the envC mutant is due to a loss of amidase activity.
	The role of envC in intrinsic CAMP resistance is conserved in Salmonella enterica, another Gram-negative enteric bacterium.
	EnvC does not degrade CAMP, and outer membrane permeability does not explain the CAMP hypersusceptibility of the envC mutant.
	Inactivation of envC does not alter LPS length but results in increased surface charges and hydrophobicity.
	The Salmonella envCSe mutant has attenuated virulence.

	DISCUSSION
	ACKNOWLEDGMENTS
	REFERENCES

