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Abstract: The increasing problem of bacterial resistance to antibiotics underscores the urgent need
for new antibacterials. Protein export pathways are attractive potential targets. The Sec pathway is
essential for bacterial viability and includes components that are absent from eukaryotes. Here, we
used a new high-throughput in vivo screen based on the secretion and activity of alkaline phosphatase
(PhoA), a Sec-dependent secreted enzyme that becomes active in the periplasm. The assay was
optimized for a luminescence-based substrate and was used to screen a ~240K small molecule
compound library. After hit confirmation and analoging, 14 HTS secretion inhibitors (HSI), belonging
to eight structural classes, were identified with IC50 < 60 µM. The inhibitors were evaluated as
antibacterials against 19 Gram-negative and Gram-positive bacterial species (including those from
the WHO’s top pathogens list). Seven of them—HSI#6, 9; HSI#1, 5, 10; and HSI#12, 14—representing
three structural families, were bacteriocidal. HSI#6 was the most potent hit against 13 species of both
Gram-negative and Gram-positive bacteria with IC50 of 0.4 to 8.7 µM. HSI#1, 5, 9 and 10 inhibited the
viability of Gram-positive bacteria with IC50 ~6.9–77.8 µM. HSI#9, 12, and 14 inhibited the viability of
E. coli strains with IC50 < 65 µM. Moreover, HSI#1, 5 and 10 inhibited the viability of an E. coli strain
missing TolC to improve permeability with IC50 4 to 14 µM, indicating their inability to penetrate the
outer membrane. The antimicrobial activity was not related to the inhibition of the SecA component
of the translocase in vitro, and hence, HSI molecules may target new unknown components that
directly or indirectly affect protein secretion. The results provided proof of the principle that the new
broad HTS approach can yield attractive nanomolar inhibitors that have potential as new starting
compounds for optimization to derive potential antibiotics.
Keywords: E. coli; alkaline phosphatase; small molecule inhibitors; antibacterials; protein secretion

1. Introduction
Development of modern medical diagnostics and therapeutics, vaccination programs,
and improved living standards have led to the control and even elimination of many
infectious diseases [1]. Antibiotics have been major contributors to this outcome, and are
one of the most important discoveries of the pharmaceutical industry of the 20th century [2].
However, their use is currently limited due to the increasing antibiotic resistance of various
bacterial strains and to undesirable side effects [1]. Antimicrobial resistance is responsible
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for an estimated 25,000 deaths and 1.5 billion € in healthcare costs/year in the European
Union [3]. Therefore, there is an urgent need to develop new strategies and methods to
prevent epidemics.
Finding new antibiotics against new bacterial target proteins is challenging. Novel
antibiotic targets should be: (i) essential for bacterial growth, and (ii) ideally, conserved
in bacteria, so that antibiotics can have a broad spectrum, but not present in eukaryotes
or, if present, should be sufficiently diverged or inaccessible. A parallel approach for new
anti-infectives are drugs that inhibit bacterial virulence and/or pathogenesis but that are
not essential for viability. Such inhibitors can be part of combination therapies and can
boost effective immune responses in the host [4].
One important process for both bacterial viability and virulence is protein secretion
into and across the plasma membrane using the Sec system (Figure 1A) [5,6]. It mediates
the export of 30 to 35% of the bacterial proteome. Sec secretion pathway components such
as the ATPase SecA [7], signal peptidases [7], the lipoprotein trafficking system LOL [8],
and the BAM outer membrane assembly complex [9] meet wholly or partly the criteria of
attractive targets. Many of these proteins have important advantages as drug targets: they
are stable in vitro, have rather well-known structure/function features and probably good
accessibility due to their location in the cell envelope and membranes [7]. These export
machineries are then used by 59 client proteins that are essential for viability that are
exported in K-12 MG1655 E. coli and are located in the inner membrane and periplasm [10].
Several specialized export machineries, like the Type III secretion system (T3SS) [11–14],
export pathogenicity proteins to the bacterial cell surfaces and beyond [15] and undergo
Sec-dependent assembly [16,17].
High throughput screening has been used to identify protein secretion inhibitors
as antibacterials or to reduce bacterial virulence [18,19]. These assays were designed to
follow the export of reporter enzymes or fluorescent proteins for example: β-galactosidase
behind a LamB signal peptide [18]. However, these assays commonly required prolonged
incubation times [19] or diplayed high false-positive rates due to colored compounds that
interfere with the enzymatic reaction [18].
Similarly, using other assays, different screens were developed such as structurebased virtual ligand; several inhibitors for protein secretion particularly that target SecA
have been discovered [7,20–25]. Sodium azide, the first known SecA inhibitor [26] is not
a usable antibacterial because it is non-selective and inhibits eukaryotic enzymes such
as other ATPases [27]. Equisetin (CJ-21,058), 5-amino-thiazolo(4,5-D)pyrimidine, N-(3(benzyloxy)-5-ethoxybenzyl)-1-(piperidin-4-yl) methanamine (P87-A4) and its analog 2((3-(benzyloxy)-5-ethoxybenzyl)amino)ethane-1-ol (17D9) inhibit the translocation ATPase
(IC50 of 23.9–135 µM) [20,21,25].
Other attractive Sec pathway targets include the essential Type I signal peptidase
(SPase I) which releases mature secreted proteins from the membrane-embedded SecY
channel (Figure 1A, yellow) and has a unique catalytic mechanism absent from eukaryotic
serine proteases [7,28–31].
As terminal Sec pathway branches, the lipoprotein (Lol) and outer-membrane β-barrel
proteins (OMPs) are also targets for inhibitors. Some of the inhibitors of the Lol pathway
inhibit the chaperone LolA by preventing its binding to substrates [32]. These inhibitors affect E. coli strains with a MIC of 16 µg/mL [33,34]. Moreover, S-(4-chlorobenzyl)isothiourea
and S-(3,4-dichlorobenzyl)isothiourea (A22) were effective against E. coli MG1655 LolA
with IC50 of 150 and 200 µM, respectively [35]. For OMPs, β-hairpin macrocyclic peptidomimetic JB-95 was described as an inhibitor for the BamA insertase and affects E. coli
ATCC25922 with a MIC of 0.25 µg/mL [36].
Here, we took a more general non-targeted approach aiming at inhibitors against
the whole process of Sec-dependent post-translational protein secretion using E. coli as
a screening model bacterium in vivo. To identify unknown new targets, we followed
the periplasmic secretion of alkaline phosphatase (PhoA). PhoA is only active in this
sub-cellular location after dimerization, and disulfide oxidation [37–40], and therefore,
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becoming active necessitates efficient secretion. To monitor its activity, we developed
a high-throughput screening (HTS) luminescence-based assay and used it against a library of ~240K small molecules. After hit confirmation and selection of analogs, fourteen
compounds (HSI; HTS secretion inhibitors) belonging to eight different chemical series
and displaying an IC50 ranging from 3 to 60 µM were determined in the secretion of alkaline phosphatase assay. The compounds were also tested as inhibitors of viability of
either Gram-negatives or positives, including of 16 bacterial species (Gram-positive and
Gram-negative) from the WHO’s top pathogens list [41].
Seven of the inhibitor compounds identified in the HTS had microbicidal activity
and represented three structural families HSI#9(parent) and 6, HSI#1(parent), 5, and 10,
and HSI#12 and 14. HSI#6 of the first structural family inhibited the growth of eight
Gram-negative and five Gram-positive bacteria with excellent micromolar IC50 values of
0.4 to 9 µM, while HSI#9 showed inhibition in the growth of four Gram-positive strains
and E. coli strains with IC50 < 27 µM. HSI#1, 5, and 10 of the second structural family
revealed antibacterial activity toward Gram-positive (IC50 of ~7–38 µM) and of E. coli strain
BW25113∆tolC (IC50 < 14 µM), which suggested that outer membranes hampered their
permeability. HSI#12 and 14 of the third structural family inhibited only the growth of
E. coli strains (IC50 of 44-65 µM). Under our assay conditions, none of the tested compounds
inhibited the SecA ATPase activities in vitro; therefore, the observed inhibition is not SecAspecific but rather targets additional unknown components that affect the secretion process.
In summary, our in vivo screening approach using an E. coli lab strain returned a wide
range of promising anti-bacterials with broad and narrow spectrum properties.
2. Materials and Methods
2.1. Small Compound Library
The library was provided by HDC and contains around 240,000 drug-like and leadlike compounds, carefully selected by a team of medicinal and computational chemists
to provide the best chemical starting points for drug discovery. The collection consists of
three subsets (discovery set, explorer set, and probe set) which, taken together, provide
an excellent diversity for drug discovery projects. More information can be found here:
https://www.hit-discovery.com/services/ (accessed on 15 December 2020).
2.2. HTS Assay for Bacterial PhoA Secretion In Vivo
The E. coli strain BL21 (pLysS) was transformed with pET22b plasmid [42] (pIMBB882)
carrying PhoA and grown overnight in 5 mL LB containing Ampicillin (100 µg/mL) and
Chloramphenicol (25 µg/mL) by taking a stab of the frozen glycerol stock and suspending
it in the LB medium at 37 ◦ C. This was shaken at 250 rpm. The next day, 5 mL of the preculture was transferred into 200 mL LB medium and grown for another 2.5 h at identical
conditions until the OD600 reached 0.6. 25 µL of this cell suspension was dispensed into
full white 384 well assay-ready plates containing 300 nl from 2 mM stock of the compounds
(final concentration 20 µM). The 384 well plates were shaken vigorously for 30 s and
incubated at 30 ◦ C for 15 min. After this pre-incubation, the PhoA expression was induced
by the addition of 5 µL (0.1 mM) IPTG followed by incubation (1.5 h; 30 ◦ C). Next, 5 µL of
CellLytic express (Sigma-Aldrich, St. Louis, MO, USA) was added, shaken for 30 s, and
incubated at 20 ◦ C for 15 min. PhoA was detected by the addition of 25 µL of AP-juice
that contains 1,2-dioxetane-based chemiluminescent enzyme substrates [43] (p.j.k. GmbH,
Kleinblittersdorf, Germany), shaken for 60 sec and incubated (10 to 20 min), followed by
luminescence measurement on an Envision luminometer (Perkin Elmer, Waltham, MA,
USA). AP-juice allows 1, 2 dioxetane to produce light upon its degradation with alkaline
phosphatase [44,45].
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2.3. HTS Screening
All compounds were dissolved in DMSO (20 mM stock) and tested at a final concentration of 20 µM in 384 well plates containing 320 compounds, 32 negative controls (DMSO
alone) and 32 positive controls (Sodium Azide 4 mM). Controls were used to calculate
for every compound the percentage of inhibition relative to the controls, as well controls
used to define the quality of the experiment per plate by calculation of the Z’-score and
signal-over-background ratio (S/B). All plates screened had a Z’-score higher than 0.5 with
an average of 0.78, and an average S/B of 25.8.
To exclude molecules that are giving false-positive results, we developed a counter
screen that was based on the same detection methodology as the primary PhoA screening
assay. For this, 300 nL of compound/vehicle per well was spotted into a white 384 well
plate with a solution of Alkaline Phosphatase (EF0651, Thermo Scientific, Waltham, MA,
USA) in PBS (with Ca2+ and Mg2+ ) dispensed (30 µL) and shaken. After 1 to 5 min
incubation, 25 µL of AP-juice was added to the samples followed by a shaking step for
1 min and finally read on an Envision. Any compound that inhibited the PhoA activity in a
dose-dependent manner was excluded from further evaluation.
2.4. Solubility Assay
The determination of the aqueous solubility of compounds in this assay is based on
the principle of turbidimetry. Turbidimetric methods rely on the measurement of light
scattering from precipitate in solution to determine the solubility. Precipitation is identified
by an absorbance increase due to blockage of the light by the particles at the wavelength
of 570 nm. Compounds, stored in matrix vials (Thermo Fisher) at a stock concentration
of 30 mM or 10 mM in 100% Dimethyl sulfoxide (DMSO), were used to make a serial
dilution (dose-response) in a 96-well v-bottom propylene plate (Greiner, 651201). Serial
dilutions are made to perform the solubility assay; they were made row-wise and start
with undiluted compound (30 mM or 10 mM) in the first well and were then 1 over 3
diluted further on. The serial dilutions were eight doses long and contain six compounds
per plate maximal (rows B-G). Columns 1 and 12 were filled with 100% DMSO for control
purposes. The dose-response plates were 200-times diluted in 300 µL Phosphate Buffered
Saline (PBS; pH = 7–7.2 without Ca2+ /Mg2+ ) (Gibco, 14190-144) by transferring 1.5 µL of
serially diluted compound. This results in final starting concentration of 150 µM (starting
from 30 mM) or 50 µM (starting from 10 mM) at 0.5% DMSO. Dilutions were made by
diluting one 96-well plate in two 96-well, flat-bottom, polystyrene plates (Greiner, 655101).
These plates were then incubated at room temperature for 1h. After 1h incubation, the
plates were read on the envision (Perkin Elmer) at 570 nm.
The data of this assay is reported as “Soluble at” value for each compound. This “soluble at” value represents the concentration where the compound is still soluble and is the
concentration before the first precipitated concentration. The first precipitated concentration is the concentration where the absorbance value is more than five standard deviations
higher than the average background absorbance. The average background absorbance and
the standard deviation are calculated on the 0.5% DMSO controls in columns 1 and 12.
2.5. Cytotoxicity Assay
Hek293T cells were harvested and diluted obtaining a cell suspension with a concentration of 200,000 cells/mL in complete growth medium (DMEM, 4.5 g/L d-glucose,
pyruvate 1 mM, 0.075% bicarbonate and 10% Fetal Bovine serum). Of this cell suspension,
50 µL (10,000/well) was seeded in a 384 well culture plate (white polystyrene, tissue culture treated) and incubated at 37 ◦ C-5% CO2 for 4 h in a moisturized incubator, which
enables the cells to adhere. After the incubation, small chemical compounds were diluted
in medium and 10 µL of a compound solution was added onto the cells, ending up with
the required compound concentration. The cells were incubated for 24 h at 37 ◦ C-5%
CO2 in a moisturized incubator where after × µL medium was removed to equalize the
liquid levels within one plate ending up with ±25 µL/well. The amount of remaining
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cells/well was determined with ATPliteTM 1step (Perkin Elmer) Adenosine TriPhosphate
(ATP) monitoring system, which is based on firefly luciferase.
The cytotoxicity was calculated by subtracting RLU (relative light units) obtained from
the cells incubated with a compound from the RLUs obtained from cells in the presence of
the vehicle.
The cytotoxic effect of a test compound was determined as:
Percent cell death = [1−((RLU determined for sample with test compound present—1)
divided by (RLU determined in the presence of vehicle—1))] * 100.
2.6. Antimicrobial Activity Test
The antibacterial activity of compounds against various bacterial strains (S. aureus
ATC6538P, B. subtilis ATCC6633, E. coli BL21, E. coli MC4100, E. coli BW25113, E. coli
BW25113∆tolC, E. coli BW25113∆lptD and Entheropathogenic E. coli O127:H6 (strain E2348/
69/EPEC)) was measured using the serial dilution method in microplates. An overnight
culture of all tested bacteria in LB medium was diluted 200-fold in fresh LB medium and
incubated at 37 ◦ C until the OD600 reached 0.3. Nine strains of the WHO’s top 16 pathogens
list, Pseudomonas aeruginosa 3/88, Klebsiella pneumoniae ATCC 27799, Enterobacter cloacae,
Proteus vulgaris, Providencia stuartii, Morganella morganii, Serratia marcescens, Salmonella
typhimurium and Shigella sonnei were grown in LB medium, while Mycobacterium abscessus
ATCC19977, Enterococcus faecium ATCC 804B, Campylobacter jejuni, Streptococcus pneumoniae,
Haemophilus influenzae and Mycobacterium abscessus were grown in tryptic soya broth (TSB)
and incubated at 37 ◦ C and 5% CO2 until the OD600 reached 0.3 as previously discussed.
Next, 20 µL of this culture, which was previously diluted to OD600 < 0.01, was added
to a 96-well microtiter plate containing different concentrations of each compound in the
range of 0 to 100 µM (final DMSO concentration 2.5% (v/v); final volume of 200 µL) or
DMSO alone (2.5% (v/v)). Bacterial cultures were incubated at 37 ◦ C for 20 h with no
shaking, OD600 was measured spectrophotometrically (Tecan Infinite® 200 PRO) and the
data were normalized against a control culture [0 µM compound, 2.5% (v/v) DMSO]. IC50
values were calculated in GraphPad Prism by nonlinear regression using equation model: Y
= YBottom + (YTop − YBottom )/(1 + 10((Log IC50 − X)*(−1.0)) where YBottom and YTop are plateaus
in the units of the Y axis. The IC50 gives a response halfway between YBottom and YTop and
thus measures the potency of a compound in inhibiting bacterial viability and indicates
reduction of bacterial growth by 50%.
3. Results
3.1. Development of an In Vivo HTS Assay for E. coli Protein Secretion
For the HTS, we used E. coli strain BL21 expressing and secreting alkaline phosphatase
(PhoA). Measurement of PhoA activity was used to monitor post-translational protein
secretion. PhoA becomes enzymatically active only once translocated to the periplasm via
a functional Sec machinery. In the presence of Sec pathway inhibitors, PhoA would not
be translocated and phosphatase activity should be reduced. We developed a sensitive
384 well setup phosphatase assay amenable to high throughput screening using “AP-juice”
(P.j.K GmbH) as a phosphatase substrate that can be monitored in a luminometer once
hydrolyzed (Figure 1B) (see Materials and Methods). The PhoA gene was expressed behind
IPTG-inducible T7 RNA polymerase control on plasmid pIMBB882. The amounts of IPTG
and the number of cells used were optimized for the highest signal-to-noise ratio at 30 ◦ C.
As a positive control (i.e., maximal inhibition), we used sodium azide [46]. Cells treated
with the DMSO vehicle alone served as a negative control.
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The 14 HSI compounds of interest were re-purchased and their inhibitory activity reconfirmed in the luminescence-based in vivo secretion assay. All inhibited PhoA secretion
(IC50 < 57 µM; Figure 2A; Table 1). Three of them vary significantly (HSI#3, 6 and 11; IC50
of 3–5.8 µM; Figure 2A; Table 1), nine of them and CC#02 significantly (IC50 of 8.9–24.5 µM)
and two weakly (HSI#5 and 2; IC50 of 32 and 56.7 µM, respectively). Ten of the compounds
displayed very similar (HSI#1, 5, 6, 9 and 10) or similar (HSI#3, 4, 7, 12 and 14) trends in a
lab-scale in vivo PhoA secretion assay [49,50](see Supplementary Materials and Methods)
monitoring p-nitrophenyl phosphate production (Figure 2A, filled squares; Table 1), while
the remaining four compounds showed marginal effects.
Table 1. Properties of PhoA secretion inhibitors returned from the HTS.
Parent and
Daughter
Molecules

Secretion
Inhibitor

Inhibition of PhoA Secretion
IC50 [µM]
HTS

Lab-Scale

Lab-Scale
(∆tolC
strain)

Bacterial Viability IC50 [µM]
E. coli
BL21

MC4100 BW25113

B. subtilis
ATCC6633

Toxicity of Mammalian
Cells
(HEK293T)
LD50 [µM]

Aqueous
Solubility
µM

µg/mL

CC#01 *

237

NA

4

4

>100

nt

nt

nt

CC#02 **

24.5

NM

NM

NM

18.8

60.2

16.7

4.1

NM

60.2

150

40.0

Structure family 1
40–
100

HTS hit

HSI#03

5.1

44.1

21.0

NM

NM

HTS hit

HSI#07

19.0

26.4

19.9

NM

NM

NM

NM

60.2

150

32.4

Analog

HSI#12

11.5

11.2

26.0

60

NM

39.7

NM

60.2

50.0

11.8

Analog

HSI#14

13.4

14.6

11.5

>100

NM

31.3

NM

60.2

150.0

33.5

Structure family 2

Structure family 3
HTS hit

HSI#09

8.9

9.6

0.91

40–
100

40–
100

5.4

22.5

20.1

16.7

5.3

Analog

HSI#06

5.8

5.3

0.33

6.1

8.7

26.4

2.4

20.1

16.7

5.7

12.5

Structure family 4
HTS hit

HSI#01

11.9

12.5

1.4

NM

NM

NM

37.6

6.7

50

Analog

HSI#05

32.0

7

0.94

NM

NM

NM

27.8

6.7

16.7

4.8

Analog

HSI#10

20.0

19.6

0.99

NM

NM

NM

26.0

6.7

16.7

4.4

HTS hit

HSI#11

3.0

NM

-

NM

NM

NM

60.2

150.0

23.4

Structure family 5
NM

Structure family 6
HTS hit

HSI#13

14.3

NM

-

NM

NM

NM

NM

60.2

150.0

57.7

Analog

HSI#08

17.0

NM

32.6

NM

NM

NM

NM

60.2

150.0

54.4

HTS hit

HSI#04

21.6

>50

7.8

NM

NM

NM

60.2

150.0

37.6

NM

NM

20.1

16.7

5.2

Structure family 7
NM

Structure family 8
HTS hit

HSI#02

56.7

NM

14.9

NM

NM

CC: Control compound. *: NaN3 ; concentration in (mM); value indicates MIC not IC50 . **: Compound is PubChem ID 11528894, proposed
as a low micromolar inhibitor of E. coli [48]. nt: Not tested. NA: Not applicable. NM: Non-measurable.

Next, the HSI compounds were examined for solubility and cytotoxicity and microbicidal activity against several species and strains.
3.3. Solubility and Cytotoxicity Testing of the HSI Compounds
The kinetic aqueous solubility of the 14 compounds was determined using a turbidimetric method, measuring an increase in the absorbance (at 570 nm) of scattered light
resulting from compound precipitation. CC#02, HSI#5 and 10 displayed low solubility,
(4 to 5 µg/mL; ~16.7 µM) (Table 1), close to the minimal solubility recommended for drugs
(U.S. Pharmacopeia, [51,52]. HSI#2, 6, and 9 showed solubility just over 5 µg/mL (16.7 µM)
while the remaining nine compounds showed higher solubility (10 to 60 µg/mL; 50 to
150 µM) (Table 1).
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The cytotoxicity of the compounds was tested toward HEK293T cells by determining
the number of remaining live cells with an ATP monitoring system (see Materials and
Microorganisms 2021, 9, x FOR PEER REVIEW
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Methods). HSI#1, 5, and 10 showed the highest toxicity levels (LD50 = 6.7 µM); this likely
compromises their use for further development (Table 1).
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Table 2. Priority pathogens list for R&D of new antibiotics. Adjusted from the WHO 2018 recommendation list [41].
Pathogen List

Bacterial Viability (IC50, µM)

Pathogen Used in this Study

CC#02 **

HSI#01

HSI#05

HSI#10

HSI#09

HSI#06

17.9

21.8

43.5

1.1

NM

NM

NM

6.3

Priority 1: Critical
Multidrug-resistant and extensively-resistant Mycobacterium tuberculosis
Mycobacterium tuberculosis

Mycobacterium abscessus ATCC19977

NM

33.8

Pseudomonas aeruginosa, carbapenem-resistant
Pseudomonas aeruginosa

Pseudomonas aeruginosa 3/88

NM

NM

Enterobacteriaceae, carbapenem-resistant, 3rd generation cephalosporin-resistant
Klebsiella pneumoniae

Klebsiella pneumoniae ATCC 27799

NM

80-100

NM

NM

80-100

8.7

Entheropathogenic E. coli

Entheropathogenic E. coli O127:H6
strain E2348/69

NM

NM

NM

NM

NM

>90

Enterobacter cloacae

Enterobacter cloacae

NM

NM

NM

NM

50

7.8

Proteus vulgaris

Proteus vulgaris

NM

80-100

NM

NM

34

2.9

Providencia stuartii

Providencia stuartii

NM

NM

NM

NM

NM

NM

Morganella morganii

Morganella morganii

NM

NM

NM

NM

70

6.4

Serratia marcescens

Serratia marcescens

NM

NM

NM

NM

NM

22.7

Priority 2: High
Enterococcus faecium

Enterococcus faecium ATCC 804B

28.0

34.5

9.4

23.5

6.9

0.9

Staphylococcus aureus

Staphylococcus aureus ATC6538P

13.8

14.8

4.1

7.8

6.0

1.0

Campylobacter spp

Campylobacter jejuni

NM

NM

NM

NM

NM

NM

Salmonella spp

Salmonella typhimurium

NM

NM

NM

NM

80-100

12.4

Priority 3: Medium
Streptococcus pneumoniae

Streptococcus pneumoniae

113.3

77.8

29.7

60.9

12.6

0.4

Haemophilus influenzae

Haemophilus influenzae

NM

NM

NM

NM

NM

NM

Shigella spp

Shigella sonnei

NM

NM

NM

NM

50

6.2
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Adjusted from the WHO 2018 recommendation list [41].
Pathogen List

Pathogen Used in this Study

CC#02**

Bacterial Viability (IC50, µM)
HSI#01 HSI#05 HSI#10 HSI#09

Priority 1: Critical
Multidrug-resistant and extensively-resistant Mycobacterium tuberculosis

HSI#06

3.6. Effect of HSI Compounds on the Viability and Secretion of E.coli Strains with Compromised
outer Membranes
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growth (Figure 4), we aimed to determine whether either these molecules are selective
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Outer-membrane crossing reduced maximal inhibitory effect with nine compounds
inhibiting PhoA secretion in BW25113∆tolC with IC50 lower than that determined in
BW25113 (HSI#1-6 and 8–10; Figure 5B; Table 1). HSI#1, 5, 6, 9, and 10 inhibited PhoA
secretion in BW25113∆tolC with IC50 lower than that of the WT by 90%. HSI#2, 4, and 8
inhibited PhoA secretion only in BW25113∆tolC.

[26] was used as a positive inhibitory control for maximal SecA inhibition observable in vivo
(dashed line). Gray shade: aqueous solubility.
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3.7. Effect of Compounds on SecA ATPase in Vitro
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Five compounds (HSI# 1, 5, 6, 9, and 10) detected with anti-protein secretion assay
antibacterial activity and were identified in an anti-protein secretion screen (Figure 1B).
(IC50 of ~5–35 µM) were effective antibacterials (IC50 of ~1–37 µM) with HSI#6 being the
This pipeline returned 14 compounds from eight structural families that inhibited PhoA
most effective inhibitor toward both Gram-positive and Gram-negative bacteria. IC50 valsecretion with IC50 < 50 µM (Figure 2A), and seven of which showed strong antibacterial
ues are comparable with those of commercially available antibiotics, i.e., vancomycin,
activity. Therefore, broad-spectrum nanomolar antibacterials can be identified in such
broad in vivo assays that screen anti-protein secretion.
Five compounds (HSI# 1, 5, 6, 9, and 10) detected with anti-protein secretion assay
(IC50 of ~5–35 µM) were effective antibacterials (IC50 of ~1–37 µM) with HSI#6 being the
most effective inhibitor toward both Gram-positive and Gram-negative bacteria. IC50 val-
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ues are comparable with those of commercially available antibiotics, i.e., vancomycin, penicillin G, and ampicillin (IC50 = 17.0, 0.5, 0.01 µM toward S. aureus, respectively; Figure S4).
Given its only moderate toxicity on human cells (Table 1) and relatively broad-spectrum,
HSI#6 may be a good lead for further optimization.
Three of the five compounds above (HSI#1, 5 and 10) displayed significant activity
against Gram-positive bacteria (Figure 3A). This revealed that although a Gram-negative
bacterial model strain was used for screening, our approach can return potent Grampositive antibacterials. The screening assay is sensitive enough to pick out multiple, broad
antibacterial compounds. These compounds reduced PhoA secretion in E. coli (Figure 2A)
but did not affect viability (Figure 2B) suggesting inefficient penetration through the Gramnegative outer membrane. This is common for many antibiotics that are highly effective
against Gram-positive bacteria (e.g., macrolides, novobiocin, rifamycin, lincomycin, clindamycin and fusidic acid; [60]). Strains missing outer membrane proteins [61] increased
the susceptibility of E. coli viability for eight compounds including the three antibacterials
originally only active in Gram-positive bacteria (HSI#1, 5, and 10) and to the previously
non-effective compound HSI#2 (Figure 5A). Additionally, the tolC knock-out enhanced the
potency of nine compounds as PhoA secretion inhibitors in vivo (Figure 5B). This suggested
that using the tolC mutant strain could be useds as a tool for the selection of broad antibacterials. As HSI#1, 5, and 10 display high-level HEK293T toxicity, they are not attractive for
further optimization.
The remaining nine compounds were moderate to strong PhoA secretion inhibitors
but only two of them (HSI#12 and 14) affected the growth of E. coli marginally with an
IC50 > 45 µM. As protein secretion is an essential process, we consider two possibilities for
these false positives. Some HSI compounds might affect the folding and/or formation of
disulfides of periplasmic PhoA polypeptides that have already been secreted or are being
secreted; enzymes such as the Dsb proteins are known catalysts of disulfide oxidation but
are not essential for viability [10,62]. They might also compromise the secretion process
directly but not sufficiently so as to yield a substantial antibacterial effect. It should be
noted that even sodium azide, a potent E. coli anti-bacterial at 3 to 4.6 mM [47], still yields
a substantial level of secreted PhoA (~17%; Figure 2A). Therefore, unless secretion is
inhibited at such levels, it will not lead to lethality. In most cases, the best correlation with
sensitivity to a drug was their ability to be taken up at sufficient final intra-cytoplasmic
concentrations [63]. For some compounds, maximal usable amounts are limited by their
solubility (Table 1). For many essential cellular targets, even a reduction in production by
97% does not lead to lethality [64].
HSI#7, 12, and 14 are quinoline-3-carboxylic acid derivatives (Figure 6B) and might
inhibit DNA gyrase A [65,66] as do analogous compounds [58]. Whether and how these
activities connect directly or indirectly to protein secretion is unclear. However, such
compounds are known to affect the expression of more than 100 genes in Streptococcus
and induce oxidative stress [67]. Similarly, although thiadiazole ring compounds have a
broad spectrum of pharmacological activities including as anti-inflammatory, antiviral,
and antibacterial agents [68], it is not currently known how the 1,2,3-thiadiazole ring
compounds (HSI#1, 5 and 10) (Figure 6A) might affect protein secretion. Interestingly,
thiouracil derivatives containing a triazolo-thiadiazole moiety have been developed and
proposed to act as SecA inhibitors [22,64,69].
In summary, these results validated our new broad HTS approach by yielding starting
molecules for potential new antibacterial development. A future focus of screening efforts
to different exported reporter enzymes with different degrees of essentiality and topologies
is expected to expand the gamut of promising compounds returned by this approach.
Supplementary Materials: The following are available online at https://www.mdpi.com/2076-2
607/9/3/592/s1, Figure S1: Intracellular production of PhoA and effect of HSI#6 on growth of
E. coli BW25113, Figure S2: Antibacterial activity of secretion inhibitors toward Gram-negative
bacteria, Figure S3: Antibacterial activity of secretion inhibitors toward two Gram-positive bacterial
species, Figure S4: Antibacterial activity of vancomycin, penicillin G and ampicillin toward S. aureus,
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Figure S5: Effect of compounds on SecA-dependent basal ATPase activities in vitro, Figure S6: Effect
of compounds on Sec-dependent translocation ATPase in vitro, Table S1: Bacterial strains used in
this study, supplementary materials and methods.
Author Contributions: M.B.H. performed viability, secretion and ATPase assays; E.B. performed
preliminary viability experiments and HeLa infections; L.A., A.M., H.K. and P.C. organized the
library, synthesized and characterized compounds and performed the HTS luminescence-based assay,
cytotoxicity and solubility experiments; J.D.G. performed in vitro ATPase assays; M.S.L. and E.B.
performed HeLa infection assays; J.A. analyzed data; A.E. and M.B.H. wrote the paper and analyzed
data; A.E. and S.K. conceived, managed and supervised the project. All authors have read and agreed
to the published version of the manuscript.
Funding: Research in our lab is supported by: Research Foundation Flanders (FWO) grants
#G0C6814N CARBS and AKUL/15/40-#G0H2116N Dip-Bid (to AE)]; FWO/F.R.S.-FNRS “Excellence
of Science-EOS” programme grant #30550343 (to AE)]; EU (FP7 KBBE.2013.3.6-02: Synthetic Biology
towards applications; #613877 StrepSynth; to AE); RUN (#RUN/16/001 KU Leuven; to AE) and C1
(ZKD4582-C16/18/008 KU Leuven; to SK and AE). EB was supported by a visiting postdoctoral
fellowship to the Rega Institute by the Wroclaw Centre of Biotechnology programme: “The Leading
National Research Centre (KNOW) for years 2014-2018”. JDG was an FWO doctoral scholar. MBH is
an Egyptian government doctoral scholar.
Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: Not applicable.
Acknowledgments: We are grateful to: F. Claessens (KU Leuven) for use of a Luminoskan Ascent
Microplate Reader (Thermo); to HDC (https://www.hit-discovery.com/) (accessed on 15 December
2020) for providing the compound library and for their input and help in the further optimization of
the assay for use on the screening platform; to N.Eleftheriadis for discussions.
Conflicts of Interest: The authors declare no conflict of interest.

References
1.
2.
3.
4.
5.

6.
7.
8.
9.
10.

11.
12.
13.

Rodríguez-Rojas, A.; Rodríguez-Beltrán, J.; Couce, A.; Blázquez, J. Antibiotics and antibiotic resistance: A bitter fight against
evolution. Int. J. Med. Microbiol. 2013, 303, 293–297. [CrossRef]
Davies, J.; Davies, D. Origins and Evolution of Antibiotic Resistance. Microbiol. Mol. Biol. Rev. 2010, 74, 417–433. [CrossRef]
European Comission. EU Action on Antimicrobial Resistance. 2015. Available online: https://ec.europa.eu/health/amr/
antimicrobial-resistance_en (accessed on 15 December 2020).
Calvert, M.B.; Jumde, V.R.; Titz, A. Pathoblockers or antivirulence drugs as a new option for the treatment of bacterial infections.
Beilstein J. Org. Chem. 2018, 14, 2607–2617. [CrossRef] [PubMed]
Tsirigotaki, A.; Chatzi, K.E.; Koukaki, M.; De Geyter, J.; Portaliou, A.G.; Orfanoudaki, G.; Sardis, M.F.; Trelle, M.B.; Jørgensen, T.J.;
Karamanou, S.; et al. Long-Lived Folding Intermediates Predominate the Targeting-Competent Secretome. Structure 2018, 26,
695–707. [CrossRef]
Tsirigotaki, A.; De Geyter, J.; Šoštaric, N.; Economou, A.; Karamanou, S. Protein export through the bacterial Sec pathway.
Nat. Rev. Genet. 2017, 15, 21–36. [CrossRef]
Smitha Rao, C.V.; De Waelheyns, E.; Economou, A.; Anné, J. Antibiotic targeting of the bacterial secretory pathway. Biochim.
Biophys. Acta Bioenergy 2014, 1843, 1762–1783. [CrossRef]
Zückert, W.R. Secretion of Bacterial Lipoproteins: Through the Cytoplasmic Membrane, the Periplasm and Beyond. Biochim.
Biophys. Acta Bioenergy 2014, 1843, 1509–1516. [CrossRef] [PubMed]
Kim, K.H.; Aulakh, S.; Paetzel, M. The Bacterial Outer Membrane Beta-Barrel Assembly Machinery. Protein Sci. 2012, 21,
751–768. [CrossRef]
Loos, M.S.; Ramakrishnan, R.; Vranken, W.; Tsirigotaki, A.; Tsare, E.-P.; Zorzini, V.; De Geyter, J.; Yuan, B.; Tsamardinos,
I.; Klappa, M.; et al. Structural Basis of the Subcellular Topology Landscape of Escherichia coli. Front. Microbiol. 2019,
10, 1670. [CrossRef] [PubMed]
Galan, J.E.; Collmer, A. Type Iii Secretion Machines: Bacterial Devices for Protein Delivery into Host Cells. Science 1999, 284,
1322–1328.
Portaliou, A.G.; Tsolis, K.C.; Loos, M.S.; Zorzini, V.; Economou, A. Type III Secretion: Building and Operating a Remarkable
Nanomachine. Trends Biochem. Sci. 2016, 41, 175–189. [CrossRef]
Deng, W.; Marshall, N.C.; Rowland, J.L.; McCoy, J.M.; Worrall, L.J.; Santos, A.S.; Strynadka, N.C.J.; Finlay, B.B. Assembly,
Structure, Function and Regulation of Type Iii Secretion Systems. Nat. Rev. Microbiol. 2016, 15, 323–337. [CrossRef]

Microorganisms 2021, 9, 592

14.
15.
16.

17.
18.
19.
20.
21.
22.
23.
24.

25.
26.
27.
28.

29.
30.

31.

32.
33.

34.

35.

36.

37.
38.

15 of 17

Barkalita, L.; Portaliou, A.G.; Loos, M.S.; Yuan, B.; Karamanou, S.; Economou, A. A Reporter System for Fast Quantitative
Monitoring of Type 3 Protein Secretion in Enteropathogenic E. coli. Microorganism 2020, 8, 1786. [CrossRef]
Holland, I.B. Translocation of Bacterial Proteins—An Overview. Biochim. Biophys. Acta 2004, 1694, 5–16. [CrossRef]
Stathopoulos, C.; Hendrixson, D.R.; Thanassi, D.G.; Hultgren, S.J.; St Geme, J.W.; Curtiss, R., 3rd. Secretion of Virulence
Determinants by the General Secretory Pathway in Gram-Negative Pathogens: An Evolving Story. Microbes Infect. 2000, 2,
1061–1072. [CrossRef]
Natale, P.; Brüser, T.; Driessen, A.J. Sec- and Tat-mediated protein secretion across the bacterial cytoplasmic membrane—Distinct
translocases and mechanisms. Biochim. Biophys. Acta (BBA) Biomembr. 2008, 1778, 1735–1756. [CrossRef] [PubMed]
Crowther, G.J.; Quadri, S.A.; Shannon-Alferes, B.J.; Van Voorhis, W.C.; Rosen, H. A Mechanism-Based Whole-Cell Screening Assay
to Identify Inhibitors of Protein Export in Escherichia coli by the Sec Pathway. J. Biomol. Screen. 2012, 17, 535–541. [CrossRef]
Vasil, M.L.; Tomaras, A.P.; Pritchard, A.E. Identification and Evaluation of Twin-Arginine Translocase Inhibitors. Antimicrob.
Agents Chemother. 2012, 56, 6223–6234. [CrossRef] [PubMed]
Sugie, Y.; Inagaki, S.; Kato, Y.; Nishida, H.; Pang, C.-H.; Saito, T.; Sakemi, S.; Dib-Hajj, F.; Mueller, J.P.; Sutcliffe, J.; et al. CJ-21,058,
a new SecA inhibitor isolated from a fungus. J. Antibiot. 2002, 55, 25–29. [CrossRef] [PubMed]
Segers, K.; Anné, J. Traffic Jam at the Bacterial Sec Translocase: Targeting the SecA Nanomotor by Small-Molecule Inhibitors.
Chem. Biol. 2011, 18, 685–698. [CrossRef] [PubMed]
Huang, Y.-J.; Wang, H.; Gao, F.-B.; Li, M.; Yang, H.; Wang, B.; Tai, P.C. Fluorescein Analogues Inhibit SecA ATPase: The First
Sub-micromolar Inhibitor of Bacterial Protein Translocation. ChemMedChem 2012, 7, 571–577. [CrossRef] [PubMed]
Walsh, S.I.; Peters, D.S.; Smith, P.A.; Craney, A.; Dix, M.M.; Cravatt, B.F.; Romesberg, F.E. Inhibition of Protein Secretion in
Escherichia Coli and Sub-Mic Effects of Arylomycin Antibiotics. Antimicrob. Agents Chemother. 2019, 63. [CrossRef]
Parish, C.A.; de la Cruz, M.; Smith, S.K.; Zink, D.; Baxter, J.; Tucker-Samaras, S.; Collado, J.; Platas, G.; Bills, G.; Diez, M.T.; et al.
Antisense-Guided Isolation and Structure Elucidation of Pannomycin, a Substituted Cis-Decalin from Geomyces Pannorum.
J. Nat. Prod. 2009, 72, 59–62. [CrossRef] [PubMed]
De Waelheyns, E.; Segers, K.; Sardis, M.F.; Anné, J.; Nicolaes, G.A.F.; Economou, A. Identification of small-molecule inhibitors
against SecA by structure-based virtual ligand screening. J. Antibiot. 2015, 68, 666–673. [CrossRef] [PubMed]
Oliver, D.B.; Cabelli, R.J.; Dolan, K.M.; Jarosik, G.P. Azide-resistant mutants of Escherichia coli alter the SecA protein, an
azide-sensitive component of the protein export machinery. Proc. Natl. Acad. Sci. USA 1990, 87, 8227–8231. [CrossRef] [PubMed]
Bowler, M.W.; Montgomery, M.G.; Leslie, A.G.W.; Walker, J.E. How azide inhibits ATP hydrolysis by the F-ATPases. Proc. Natl.
Acad. Sci. USA 2006, 103, 8646–8649. [CrossRef]
Kuo, D.; Weidner, J.; Griffin, P.; Shah, S.K.; Knight, W.B. Determination of the Kinetic Parameters of Escherichia coli Leader
Peptidase Activity Using a Continuous Assay: The pH Dependence and Time-Dependent Inhibition by.beta.-Lactams Are
Consistent with a Novel Serine Protease Mechanism. Biochemistry 1994, 33, 8347–8354. [CrossRef]
Hu, X.E.; Kim, N.K.; Grinius, L.; Morris, C.M.; Wallace, C.D.; Mieling, G.E.; DeMuth, T.P.J. Synthesis of (5S)-Tricyclic Penems as
Novel and Potent Inhibitors of Bacterial Signal Peptidases. ChemInform 2003, 34, 1732–1738. [CrossRef]
Kulanthaivel, P.; Kreuzman, A.J.; Strege, M.A.; Belvo, M.D.; Smitka, T.A.; Clemens, M.; Swartling, J.R.; Minton, K.L.; Zheng,
F.; Angleton, E.L.; et al. Novel Lipoglycopeptides as Inhibitors of Bacterial Signal Peptidase I. J. Biol. Chem. 2004, 279,
36250–36258. [CrossRef]
Busche, T.; Tsolis, K.C.; Koepff, J.; Rebets, Y.; Rückert, C.; Hamed, M.B.; Bleidt, A.; Wiechert, W.; Lopatniuk, M.; Yousra, A.;
et al. Multi-Omics and Targeted Approaches to Determine the Role of Cellular Proteases in Streptomyces Protein Secretion.
Front. Microbiol. 2018, 9, 1174. [CrossRef]
Choi, U.; Lee, C.-R. Antimicrobial Agents That Inhibit the Outer Membrane Assembly Machines of Gram-Negative Bacteria. J.
Microbiol. Biotechnol. 2019, 29, 1–10. [CrossRef]
Ito, H.; Ura, A.; Oyamada, Y.; Yoshida, H.; Yamagishi, J.-I.; Narita, S.-I.; Matsuyama, S.-I.; Tokuda, H. A New Screening Method to
Identify Inhibitors of the Lol (Localization of lipoproteins) System, a Novel Antibacterial Target. Microbiol. Immunol. 2007, 51,
263–270. [CrossRef]
Pathania, R.; Zlitni, S.; Barker, C.; Das, R.; Gerritsma, D.A.; Lebert, J.; Awuah, E.; Melacini, G.; Capretta, F.A.; Brown, E.D.
Chemical genomics in Escherichia coli identifies an inhibitor of bacterial lipoprotein targeting. Nat. Chem. Biol. 2009, 5, 849–856.
[CrossRef] [PubMed]
Barker, C.A.; Allison, S.E.; Zlitni, S.; Nguyen, N.D.; Das, R.; Melacini, G.; Capretta, A.A.; Brown, E.D. Degradation of MAC13243
and studies of the interaction of resulting thiourea compounds with the lipoprotein targeting chaperone LolA. Bioorg. Med. Chem.
Lett. 2013, 23, 2426–2431. [CrossRef] [PubMed]
Urfer, M.; Bogdanovic, J.; Monte, F.L.; Moehle, K.; Zerbe, K.; Omasits, U.; Ahrens, C.H.; Pessi, G.; Eberl, L.; Robinson, J.A. A
Peptidomimetic Antibiotic Targets Outer Membrane Proteins and Disrupts Selectively the Outer Membrane in Escherichia coli. J.
Biol. Chem. 2016, 291, 1921–1932. [CrossRef] [PubMed]
Derman, A.I.; Beckwith, J. Escherichia coli alkaline phosphatase fails to acquire disulfide bonds when retained in the cytoplasm. J.
Bacteriol. 1991, 173, 7719–7722. [CrossRef] [PubMed]
Kriakov, J.; Lee, S.H.; Jacobs, W.R., Jr. Identification of a Regulated Alkaline Phosphatase, a Cell Surface-Associated Lipoprotein,
in Mycobacterium smegmatis. J. Bacteriol. 2003, 185, 4983–4991. [CrossRef]

Microorganisms 2021, 9, 592

39.
40.

41.

42.

43.

44.
45.
46.

47.
48.
49.
50.
51.
52.
53.
54.
55.

56.
57.
58.

59.

60.
61.
62.
63.
64.

16 of 17

Manoil, C.; Mekalanos, J.J.; Beckwith, J. Alkaline phosphatase fusions: Sensors of subcellular location. J. Bacteriol. 1990, 172,
515–518. [CrossRef]
Wanner, B.L.; Wilmes, M.R.; Young, D.C. Control of bacterial alkaline phosphatase synthesis and variation in an Escherichia
coli K-12 phoR mutant by adenyl cyclase, the cyclic AMP receptor protein, and the phoM operon. J. Bacteriol. 1988, 170,
1092–1102. [CrossRef]
Tacconelli, E.; Carrara, E.; Savoldi, A.; Harbarth, S.; Mendelson, M.; Monnet, D.L.; Pulcini, C.; Kahlmeter, G.; Kluytmans, J.;
Carmeli, Y.; et al. Discovery, research, and development of new antibiotics: The WHO priority list of antibiotic-resistant bacteria
and tuberculosis. Lancet Infect. Dis. 2018, 18, 318–327. [CrossRef]
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