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Abstract

Acquisition of new prophages that are able to increase the bacterial fitness by lysogenic conversion is believed to be important
strategy of bacterial adaptation to changing environment. However, in contrast to the factors determining the range of bac-
teriophage lytic activity, little is known about the factors that define the lysogenization host range. Bacteriophage phi24B is
the paradigmal model of stx-converting phages, encoding the toxins of the Shiga-toxigenic E. coli (STEC). This virus has been
shown to lysogenize the wide range of E. coli strains that is much broader than the range of the strains supporting its lytic
growth. Therefore, phages produced by the STEC population colonizing the small intestine are potentially able to lysogenize
symbiotic E. coli in the hindgut, and these secondary lysogens may contribute to the overall patient toxic load and to lead to
the emergence of new pathogenic STEC strains. We demonstrate, however, that O antigen effectively limit the lysogenization
of the wild E. coli strains by phi24B phage. The lysogens are formed from the spontaneous rough mutants and therefore
have increased sensitivity to other bacteriophages and to the bactericidal activity of the serum if compared to their respective
parental strains.

The lysogenization of the non-O157 Escherichia coli strains by stx-converting bacteriophage phi24B is asso-
ciated with the O antigen loss and reduced fitness
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The lysogenization of the non-O157 Escherichia coli strains by stx-converting bacteriophage phi24B is asso-
ciated with the O antigen loss and reduced fitness

Acquisition of new prophages that are able to increase the bacterial fitness by lysogenic conversion is believed
to be important strategy of bacterial adaptation to changing environment. However, in contrast to the
factors determining the range of bacteriophage lytic activity, little is known about the factors that define the
lysogenization host range. Bacteriophage phi24B is the paradigmal model of stx-converting phages, encoding
the toxins of the Shiga-toxigenic E. coli(STEC). This virus has been shown to lysogenize the wide range
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ofE. coli strains that is much broader than the range of the strains supporting its lytic growth. Therefore,
phages produced by the STEC population colonizing the small intestine are potentially able to lysogenize
symbiotic E. coli in the hindgut, and these secondary lysogens may contribute to the overall patient toxic
load and to lead to the emergence of new pathogenic STEC strains. We demonstrate, however, that O
antigen effectively limit the lysogenization of the wild E. coli strains by phi24B phage. The lysogens are
formed from the spontaneous rough mutants and therefore have increased sensitivity to other bacteriophages
and to the bactericidal activity of the serum if compared to their respective parental strains.

Keywords: stx-converting bacteriophages; shiga-toxigenic E. coli ; LPS; O antigen; bacteriophage adsorption;
temperate bacteriophages

Introduction

Temperate bacteriophages affect many aspects of the life of lysogenic bacteria through multiple mechanisms
including direct or indirect influence on the host genome expression1, gene transduction including the recently
described highly effective lateral transduction2 and specific mobilization of some genomic islands3 and other
mechanisms4, though the most known and, probably, the most ecologically significant mechanism of such
influence is the lysogenic conversion1, 5 through expression in the lysogen of some prophage encoded genes,
that confer the bacteria new features potentially increasing their fitness in particular habitats5, 6. Therefore,
acquisition of new prophages is believed to be one of the important strategies of bacterial adaptation in
nature4. Bacterial antiviral systems are often expressed in phase-variable manner7-9. The adaptive value of
such variations may be in part due to the “opening of window” for acquisition of new potentially beneficial
prophages.

However, the most important factor that determines the bacteriophage host range is not the activity of the
intracellular antiviral systems but the specificity of the bacteriophage adsorption. The major determinants
of adsorption specificity that define bacteriophage lytic activity host range are well characterized10. At the
same time data on the factors determining the lysogenization host range are largely missing.

The verotoxigenic (VTEC) and shigatoxigenic (STEC) Escherichia coli strains are associated with multi-
ple foodborne diseases causing morbidity and mortality in humans1, 4, 5. VTEC and STEC are zoonotic
pathogens that may colonize livestock animals such as cattle without causing symptoms in them but making
the agricultural environments and products dangerous for humans10. The majority of STEC strains belong
to the O157:H7 serotype11, although non-O157 STEC strains have been identified and currently gain in-
creased attention4 as, for example, the so-called “Big Six” - O26, O45, O1; O111,O121 and O14512, as well
as the O104:H4 serotype that caused the well-known 2011 outbreak in Germany13.

STEC strains possess a number of pathogenicity factors, the foremost being Shiga toxin production11, 14.

Although the Stx-converting bacteriophages are quite divergent morphologically and contain genomic mod-
ules divergent by their sequences, however the genome organization of these viruses is similar to that of
the bacteriophage λ, therefore the Stx phages are considered as lambdoid phages15, 16. In these phages, the
toxin gene stx is located downstream of the conserved gene Q encoding the antiterminator of the late gene
region15. Toxin expression is repressed in lysogenic bacterial cells, and takes place only upon the prophage
induction. Toxin molecules lacking the signal peptide for secretion are released upon cell lysis. The lysogeny
in stx-converting phages is less stable compared to stx- lambdoid phages17-20 resulting in higher rate of
spontaneous induction and in increased sensitivity to environmental factors such as DNA-damaging agents,
oxidative stress or increased salt concentrations. Many antibiotics also increase the induction rate of Stx-
converting prophages thus enhancing the toxin production. The increase of the toxin production may worsen
the patient’s conditions and provoke the haemolytic uremic syndrome often leading to fatal outcome1. There-
fore, the use of antibiotics to treat STEC infections remains controversial21.

At the same time, the STEC infections are self-limiting, and the pathogen gets spontaneously eliminated
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in ca. 2 weeks. The standard for the treatment of these infections relies on supportive care (symptomatic
treatment, plasma exchange, infusion therapy) aiming at stabilization of the patient condition during the
time required for self–curing of the infection22.

Thus it is possible to speculate that the severity of the symptoms and the outcome of the disease may also
depend on interaction of the stx phage released by the STEC population in the upper intestine with the
resident E. coli population in the hindgut. In case of active phage multiplication in this site, the released
toxin may contribute to the overall toxin load. However, stx phages are seldom able to form plaques in vitro
on isolated symbiotic gut E. colistrains23.

About 70% of Stx-converting bacteriophages are podoviruses related to the bacteriophage vb EcoP 24B, also
known as phage φ24B20, 24. The phage φ24B lysogenization host range was reported to be much broader
than its range of hosts that support plaque formation23. The same observations were also made for some
other stx phages25, 26. The establishment of the lysogenic E. coli population in the patient’s hindgut may
also represent a threat of inducible increased toxin load. The route of lateral toxin gene transmission to
other (potentially) enteropathogenic E. coli strains adapted to gut environment may lead to emergence of
new highly virulent STEC lineages4, 25.

The secondary (terminal) receptor of bacteriophage φ24B has been identified as BamA protein, previously
referred to as YaeT27, responsible for insertion of the newly synthesized beta-barrel outer membrane proteins
into the bacterial outer membrane28. BamA protein is essential for bacterial cell viability and is therefore
highly conserved. This circumstance allows speculating that a large variety of the non-Stx-producing or even
non-pathogenic E. coli strains can be potentially lysogenizedin vivo and thus get involved in STEC evolution
and/or pathogenesis of the STEC-induced diseases 15.

The available data suggest that the presence of a suitable secondary receptor is not the only factor required
for successful phage adsorption and DNA delivery into the host cell. For E. coli, it has been shown that
many O-antigen types protect the cells nearly completely against the phages not able to recognize O-antigen
specifically29-32. This is achieved by non-specific shielding of the intimate cell surface by this structure. It
was unclear how phage φ24B and related viruses that encode only one potential tail spike protein, gp6120,
may penetrate the O antigen shield in diverse E. coli strains belonging to different O-serotypes.

Obviously, the threshold of infection efficacy required for plaque formation is much higher than for lysoge-
nization of a small fraction of the host population. Therefore, several hypotheses can be raised to explain
wide lysogenization host range of φ24B.

1. This phage may exploit some uncharacterized molecular mechanism to penetrate through diverse O
antigens albeit with the efficiency non-sufficient for plaque formation.

2. It is also possible that the phage takes an advantage of local or temporal breaks in the O-antigen shield.
The existence of a temporary phenotypical sensitivity to bacteriophage in the population of the phage
resistant derivative of E. coli O157:H7 strain has been demonstrated previously 33. In this system
only small fraction (0,4% - 8%) of the cells were able to adsorb the bacteriophage but the progeny of
such cells was resistant as the bulk of the population. Such phenotypical sensitivity window would be
sufficient to form lysogens as it was described by James et al.23.

3. Alternatively, it is possible to speculate that, in the experimental conditions used by James et al.23,
when a massive amount of the phage is added to the host cell suspension, the phage may lysogenize
the small fraction of the mutant cells depleted of the O-antigen biosynthesis that is normally present
in bacterial cultures31.

In order to discriminate between these potential mechanisms we challenged with the phage φ24B:cat a series
of environmental E. coli strains producing different types of O antigens. For the majority of these strains the
effective non-specific protection of the cell surface by the O antigen was confirmed previously 29, 30, 34-39.We
compared the status of the O antigen production the lysogens formed with their parental strains.
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2. Material and methods

2.1 E. coli and bacteriophage strains and their cultivation

The E. coli strain MG1655 lysogenized for phage φ24B:cat was a kind gift of Prof. G. Wegrzyn, University of
Gdansk, Poland. Phage T5 was a gift of Dr. V. Ksenzenko (Institute of protein research RAS, Puschino-na-
Oke, Russia). We previously described T5-like bacteriophages of DT57C species and their LTF mutants30.
These include: phage DT57C, phage DT571/2, DT571/2 ltfA-mutant lacking the LTFs (hereafter FimX)
and DT571/2 mutant ABF that carries LTF non-branched LTF with only one receptor-binding domain
(instead of two such domains on the branched LTFs of the phages DT57C or DT571/2). Bacteriophage 9g, a
siphovirus representing the type strain of the genus Nonagvirus 40. Gostya9 is a T5-like bacteriophage that
was shown to recognize a different secondary receptor distinct from the receptors of the phages T5, DT57C
and 9g41. Bacteriophage G7C, a N4-related podovirus specifically recognizing O antigen of E. coli 4s strain
was isolated and characterized by us previously 42, 43. We isolated all the above-mentioned phages except
for T5 and engineered phage mutants from horse feces as it described in the corresponding publications cited
above.

The wild E. coli strains were previously isolated by us from horse feces and characterized. These were 4s
(O22)29, HS1/2 (O87)37, 44, HS3-104 (O81)39, F5 (O28 ab)35, and F17 (new O-serotype)36. The clinical
uropathogenic E. coli isolates UP1 and UP11 were received from the clinical microbiological facility of
the Institute of Epidemiology (Moscow, Russia). UP11 strain was further identified as an O5 O-antigen
producer34.

The ability of the strains to produce O antigens was controlled by LPS profiling as described in Kulikov et
al. (2019)31.

E. coli 4s and F17 rough variants 4sR (a wclH mutant of 4s)29 and F17 wbbL -36 were engineered by us
previously.

All the E. coli strains were cultured on LB medium (trypton 10 g, yeast extract 5 g, NaCl – 10 g, distilled
H2O – up to 1 l). This medium was supplemented with 15 g of bacto-agar per 1 l for plates or with 6 g of
bacto-agar for top agar.

Bacteriophage FimX was propagated on E. coli 4sR and enumerated using the conventional double-layer
plating technique.

Bacteriophage φ24B:cat was obtained by mitomycin C induction of E. coli MG1655 (φ24B:cat) strain. For
this procedure, the overnight culture of the lysogen was grown in the presence of 34 μg/ml of chloramphenicol.
Then 300 ml of LB in 500 ml Erlenmeyer flask was inoculated with 3 ml of the overnight culture (N.B. – this
volume ratio gave a better phage yield than conventional conditions with better aeration). The culture was
grown in the orbital shaker at 220 rpm, 37oC up to OD600 = 0.2. The mitomycin C was then added up to 1
μg/mL and the incubation was continued overnight at the same conditions. After the incubation, lysis of the
culture was observed. The lysate was cleared by centrifugation at 15000 × g for 15 min. The supernatant
was collected, PEG-precipitated45, and resuspended in 3 mL of SM buffer (Tris-HCl pH 7.5 – 10 mM, NaCl
– 50 mM, MgCl2– 10 mM, gelatin – 5 g/l). The phage stock was titered and used in these experiments.

For titration of the phage φ24B:cat, a modified double-layer technique was used. The top-layer medium
contained 4 g/l of the bacto-agar (instead of 6 g/l) and was supplemented with CaCl2 up to 5mM. The
bottom layer was supplemented with 2.5 μg/ ml of chloramphenicol. 300 μg of log-phase culture of E. coli
C600 (OD600 = 0.6) was used for the lawn inoculation.

2.2 Lysogenization of the E. coli strains

This procedure was performed as described in James et al.23 with minor modifications. Briefly, a mid-log
liquid culture of an appropriate strain was grown in LB medium, the phage was added at a multiplicity of 5
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pfu/host cfu, and the mixture was incubated at 37oC for 30 min. After the incubation, the cells were spun
down in a table-top centrifuge (10000 × g, 1 min), the cells were resuspended in LB, washed twice with
LB to remove non bound phage and plated on plates supplemented with 34 μg/ml of chloramphenicol for
lysogen selection.

2.3. LPS profiling

by SDS-PAGE electrophoresis was performed as recently described31.

2.4 Serum bactericidal activity (SBA)

against different strains was measured as follows. The blood samples collected from clinically healthy horses
for routine veterinary control purposes were used. The samples were collected into a yellow-cap vacuum tube
with clot activator (Elamed, Moscow, Russia). The serum was separated by centrifugation at 1600 × g for
10 min. The serum was stored at +4 oC and used for the tests within 24 h. For the SBA assessment, the
wells of 96-well plate containing 175 μl of LB medium and 25 μl of the serum were inoculated with 5 μl of
the corresponding strain mid-log phase culture (OD600 = 0.6) and the plates were incubated at 37oC in an
automated plate reader with agitation. The OD600 was recorded every 30 min. In the control experiment
the same volume of physiological saline replaced the serum. The whole experiment was triplicated.

3. Results

We decided to use LPS profiling and the sensitivity to the bacteriophages with known adsorption mechanisms
for evaluation of the O antigen production status of the φ24B lysogens generated in environmental E. coli
isolates. To do so, liquid cultures of the O antigen producing strains 4s, HS1/2, HS3-104, F5, F17, UP1
and UP11 and of the rough strains 4sR and C600 were challenged with phage φ24B:cat as described by
James23. The lysogens were then selected by plating the mixture on LB plates supplemented with 34 μg/ml
of chloramphenicol. The lysogens were obtained for strains 4s, HS1/2, HS3-104, F5 and F17. No lysogens
were observed on strain UP11. The lysogenization frequency was about 10-4 lysogen cfu/ phage pfu for the
rough strains and about 10-7 – 10-6 in O antigen-producing strains. The latter value is comparable to the
level of spontaneous mutations in E. coli inactivating a medium-sized gene (e.g. phage-resistant mutants).

We selected 3 lysogen clones per strain and confirmed the φ24B prophage presence using PCR for gene
61 (the tailspike protein gene). ForE. coli 4s lysogens we also performed mitomycin C induction followed
by transmission electron microscopy that confirmed that a phage morphologically identical to φ24B was
produced.

LPS profiling of the lysogens obtained indicated that in all cases these strains did not produce O-antigen at
all or the O-chain synthesis was greatly decreased compared to the parental strains (Fig. 1).

The bacteriophages that are potentially able to infect the strain but are restrained by its O-antigen can be
successfully used as a probe for testing the efficacy of the O-antigen-mediated protection31. We developed
the use of a T5-like bacteriophage DT571/2 mutant FimX lacking lateral tail fibers (LTFs) as such a probe30.
We tested the ability of phage FimX to grow on the lawns of the lysogens obtained. This phage was not able
to form plaques on the parental O-antigen – producing strains, except for F5 on which it formed plaques
with an efficiency of plating (EOP) of 10-4 compared to the C600 strain used for FimX propagation 35.
At the same time the EOP of FimX phage on all the lysogenic cultures tested was in the range of 0.1 –
1.0 compared to the E. coli C600 strain. The gain of sensitivity to the phage FimX observed after the
lysogenization was not distinguishable from other methods of rough mutant generation previously used by
us in 4s or F17 strains29, 31.

The other T5-like phages (DT57C, DT571/2, ABF and Gostya9) as well as the siphovirus 9g demonstrated
the gain of the infectivity on the lysogens derivatives of some strains that were initially resistant to these
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phages. Phage G7C that is dependent on the specific O antigen recognition for infection of E. coli 4s
cells30was not able to infect E. coli 4s (φ24B:cat) lysogenic strains in good agreement with O antigen
production loss detected by the LPS profiling (Fig. 1).

Since the O antigen synthesis compromised strains are believed to be more vulnerable to immunity factors,
we decided to measure the susceptibility of the lysogens obtained to the bactericidal activity of the horse
serum (SBA). All the wild type strains were resistant to SBA in our conditions (Fig. 2). Their cultures
grew in presence of the serum as well or even slightly more rapidly than in the control experiment. In the
absence of the serum the lysogenic strains showed the growth rates close to their cognate wild type strains.
At the same time the growth of the lysogens was almost completely abolished in the presence of the serum
(Fig. 2). Only one of the lysogenic clones tested, the derivative of the strain HS3-104, was able to grow
significantly in presence of the horse serum, though the rise of the optical density was delayed and the growth
rate was significantly lower than in the parental strain (Fig.2). This result can be explained by the fact that
in HS3-104 lysogens the O antigen synthesis was strongly decreased but not completely abolished (Fig.1).
So, the actual synthesis of O-polysaccharide could be upregulated in this particular clone in the conditions
of the experiment of SBA sensitivity measurement.

4. Discussion

The results obtained allow us to conclude that lysogenization by the phage φ24B of diverse E. coli strains
producing O antigens was not due to an unusual ability of this virus to penetrate the O antigen shield, but was
mediated by spontaneous formation of bacterial rough mutants or of mutants with significantly compromised
O antigen biosynthesis. It is not clear why the lysogenization was not effective for some strains. The activity
of antiviral systems, such as restriction-modification, avoiding the lysogenization at stages after the viral
DNA penetration into the cell46, cannot be excluded. Also, the effect may be due to point mutations present
in BamA protein or lower frequency of rough mutants in particular strains.

In the conditions of our experiment, the high concentration of bacteriophage used allowed almost all the
cells potentially susceptible to the phage to be infected. However, in vivo the populations ofE. coli are very
unlikely to face such a massive viral attack. The fraction of rough mutants in natural habitats is hard to
estimate, but we can speculate that it should be lower than in in vitroconditions because such mutants have
compromised protection not only from the phage attack but also from immune system agents such as serum
bactericidal activity47-49 and from other environmental factors32 and therefore should be counter-selected.
Moreover, if stx-phage lysogens were formed by infection of such rough mutants, their expected fitness and/or
virulence would be significantly lower than that of the parental strains. These strains, noteworthily, were
highly sensitive to SBA of the horse serum to which the parental O-antigen producing strains were completely
resistant. Therefore the lysogens for the φ24B phage are expected to have reduced virulence. Thus, the factor
of non-specific protection of the bacterial cells by the O antigen should not be neglected during the evaluation
of the potential significance of stx-converting phage transmission in nature (as it currently is neglected in
many studies25, 26).

We also should note that the lysogenization by φ24B:cat appears to be a simple and efficient procedure
for selection for mutants with compromised or completely abolished O antigen synthesis. This procedure
may be particularly valuable for the researchers working with field isolates of E. coli for which the genomic
sequences are not yet available and/or in which other rapid techniques such as recombination with PCR
fragments for genes knockout50 are frequently less effective than in laboratory E. coli.
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Gdansk, Poland for their help in establishing the procedures of phage φ24B cultivation in our lab and to Dr.
E. M. Kutter from the Evergreen state college, Olympia, USA, for critical reading and linguistic correction
of the early version of the manuscript.

References:

1. Cody EM, Dixon BP. Hemolytic Uremic Syndrome. Pediatr Clin North Am 2019; 66:235-46.

2. Chiang YN, Penades JR, Chen J. Genetic transduction by phages and chromosomal islands: The new
and noncanonical. PLoS Pathog 2019; 15:e1007878.

3. Penades JR, Christie GE. The Phage-Inducible Chromosomal Islands: A Family of Highly Evolved
Molecular Parasites. Annual review of virology 2015; 2:181-201.

4. Valilis E, Ramsey A, Sidiq S, DuPont HL. Non-O157 Shiga toxin-producing Escherichia coli-A poorly
appreciated enteric pathogen: Systematic review. Int J Infect Dis 2018; 76:82-7.

5. Murinda SE, Ibekwe AM, Rodriguez NG, Quiroz KL, Mujica AP, Osmon K. Shiga Toxin-Producing
Escherichia coli in Mastitis: An International Perspective. Foodborne Pathog Dis 2019; 16:229-43.

6. Feiner R, Argov T, Rabinovich L, Sigal N, Borovok I, Herskovits AA. A new perspective on lysogeny:
prophages as active regulatory switches of bacteria. Nature reviews Microbiology 2015; 13:641-50.

7. Bikard D, Marraffini LA. Innate and adaptive immunity in bacteria: mechanisms of programmed genetic
variation to fight bacteriophages. Curr Opin Immunol 2012; 24:15-20.

8. Hoskisson PA, Smith MC. Hypervariation and phase variation in the bacteriophage ’resistome’. Current
opinion in microbiology 2007; 10:396-400.

9. De Ste Croix M, Vacca I, Kwun MJ, Ralph JD, Bentley SD, Haigh R, et al. Phase-variable methylation
and epigenetic regulation by type I restriction-modification systems. FEMS microbiology reviews 2017;
41:S3-S15.

10. Heredia N, Garcia S. Animals as sources of food-borne pathogens: A review. Anim Nutr 2018; 4:250-5.

11. Fatima R, Aziz M. Enterohemorrhagic Escherichia Coli (EHEC). StatPearls. Treasure Island (FL), 2019.

12. Mellor GE, Fegan N, Duffy LL, Mc MK, Jordan D, Barlow RS. National Survey of Shiga Toxin-Producing
Escherichia coli Serotypes O26, O45, O103, O111, O121, O145, and O157 in Australian Beef Cattle Feces.
J Food Prot 2016; 79:1868-74.

13. Kampmeier S, Berger M, Mellmann A, Karch H, Berger P. The 2011 German Enterohemorrhagic
Escherichia Coli O104:H4 Outbreak-The Danger Is Still Out There. Curr Top Microbiol Immunol 2018;
416:117-48.

14. Lee MS, Tesh VL. Roles of Shiga Toxins in Immunopathology. Toxins (Basel) 2019; 11.

15. Schmidt H. Shiga-toxin-converting bacteriophages. Research in microbiology 2001; 152:687-95.

16. Herold S, Karch H, Schmidt H. Shiga toxin-encoding bacteriophages–genomes in motion. Int J Med
Microbiol 2004; 294:115-21.

17. Chakraborty D, Clark E, Mauro SA, Koudelka GB. Molecular Mechanisms Governing ”Hair-Trigger”
Induction of Shiga Toxin-Encoding Prophages. Viruses 2018; 10.

7



P
os

te
d

on
A

u
th

or
ea

13
A

p
r

20
20

—
C

C
B

Y
4.

0
—

h
tt

p
s:

//
d
oi

.o
rg

/1
0.

22
54

1/
au

.1
58

6
8
03

22
.2

51
06

18
4

—
T

h
is

a
p
re

p
ri

n
t

an
d

h
as

n
ot

b
ee

n
p

ee
r

re
v
ie

w
ed

.
D

at
a

m
ay

b
e

p
re

li
m

in
ar

y.

18. Bloch S, Nejman-Falenczyk B, Pierzynowska K, Piotrowska E, Wegrzyn A, Marminon C, et al. Inhibition
of Shiga toxin-converting bacteriophage development by novel antioxidant compounds. J Enzyme Inhib Med
Chem 2018; 33:639-50.

19. Fang Y, Mercer RG, McMullen LM, Ganzle MG. Induction of Shiga Toxin-Encoding Prophage by Abiotic
Environmental Stress in Food. Applied and environmental microbiology 2017; 83.

20. Smith DL, Rooks DJ, Fogg PC, Darby AC, Thomson NR, McCarthy AJ, et al. Comparative genomics
of Shiga toxin encoding bacteriophages. BMC Genomics 2012; 13:311.

21. Kakoullis L, Papachristodoulou E, Chra P, Panos G. Shiga toxin-induced haemolytic uraemic syndrome
and the role of antibiotics: a global overview. J Infect 2019; 79:75-94.

22. Kavanagh D, Raman S, Sheerin NS. Management of hemolytic uremic syndrome. F1000Prime Rep 2014;
6:119.

23. James CE, Stanley KN, Allison HE, Flint HJ, Stewart CS, Sharp RJ, et al. Lytic and lysogenic
infection of diverse Escherichia coli and Shigella strains with a verocytotoxigenic bacteriophage. Applied
and environmental microbiology 2001; 67:4335-7.

24. Smith DL, Wareing BM, Fogg PC, Riley LM, Spencer M, Cox MJ, et al. Multilocus characterization
scheme for shiga toxin-encoding bacteriophages. Applied and environmental microbiology 2007; 73:8032-40.

25. Eichhorn I, Heidemanns K, Ulrich RG, Schmidt H, Semmler T, Fruth A, et al. Lysogenic conversion of
atypical enteropathogenic Escherichia coli (aEPEC) from human, murine, and bovine origin with bacterio-
phage Phi3538 Deltastx2::cat proves their enterohemorrhagic E. coli (EHEC) progeny. Int J Med Microbiol
2018; 308:890-8.

26. Khalil RK, Skinner C, Patfield S, He X. Phage-mediated Shiga toxin (Stx) horizontal gene transfer and
expression in non-Shiga toxigenic Enterobacter and Escherichia coli strains. Pathog Dis 2016; 74.

27. Smith DL, James CE, Sergeant MJ, Yaxian Y, Saunders JR, McCarthy AJ, et al. Short-tailed stx
phages exploit the conserved YaeT protein to disseminate Shiga toxin genes among enterobacteria. Journal
of bacteriology 2007; 189:7223-33.

28. Botos I, Noinaj N, Buchanan SK. Insertion of proteins and lipopolysaccharide into the bacterial outer
membrane. Philosophical transactions of the Royal Society of London Series B, Biological sciences 2017;
372.

29. Knirel YA, Prokhorov NS, Shashkov AS, Ovchinnikova OG, Zdorovenko EL, Liu B, et al. Variations
in O-antigen biosynthesis and O-acetylation associated with altered phage sensitivity in Escherichia coli 4s.
Journal of bacteriology 2015; 197:905-12.

30. Golomidova AK, Kulikov EE, Prokhorov NS, Guerrero-Ferreira RC, Knirel YA, Kostryukova ES, et al.
Branched lateral tail fiber organization in T5-like bacteriophages DT57C and DT571/2 is revealed by genetic
and functional analysis. Viruses 2016; 8.

31. Kulikov EE, Golomidova AK, Prokhorov NS, Ivanov PA, Letarov AV. High-throughput LPS profiling as
a tool for revealing of bacteriophage infection strategies. Scientific reports 2019; 9:2958.

32. van der Ley P, de Graaff P, Tommassen J. Shielding of Escherichia coli outer membrane proteins as
receptors for bacteriophages and colicins by O-antigenic chains of lipopolysaccharide. Journal of bacteriology
1986; 168:449-51.

33. Kunisaki H, Tanji Y. Intercrossing of phage genomes in a phage cocktail and stable coexistence with
Escherichia coli O157:H7 in anaerobic continuous culture. Appl Microbiol Biotechnol 2010; 85:1533-40.

34. Golomidova AK, Kulikov EE, Babenko VV, Kostryukova ES, Letarov AV. Complete genome sequence of
bacteriophage St11Ph5, which Infects uropathogenic Escherichia coli strain up11. Genome announcements

8



P
os

te
d

on
A

u
th

or
ea

13
A

p
r

20
20

—
C

C
B

Y
4.

0
—

h
tt

p
s:

//
d
oi

.o
rg

/1
0.

22
54

1/
au

.1
58

6
8
03

22
.2

51
06

18
4

—
T

h
is

a
p
re

p
ri

n
t

an
d

h
as

n
ot

b
ee

n
p

ee
r

re
v
ie

w
ed

.
D

at
a

m
ay

b
e

p
re

li
m

in
ar

y.

2018; 6.

35. Golomidova AK, Naumenko OI, Senchenkova SN, Knirel YA, Letarov AV. The O-polysaccharide of
Escherichia coli F5, which is structurally related to that of E. coli O28ab, provides cells only weak protection
against bacteriophage attack. Archives of virology 2019; 164:2783-7.

36. Knirel YA, Ivanov PA, Senchenkova SN, Naumenko OI, Ovchinnikova OO, Shashkov AS, et al. Structure
and gene cluster of the O antigen of Escherichia coli F17, a candidate for a new O-serogroup. International
journal of biological macromolecules 2019; 124:389-95.

37. Zdorovenko EL, Golomidova AK, Prokhorov NS, Shashkov AS, Wang L, Letarov AV, et al. Structure
of the O-polysaccharide of Escherichia coli O87. Carbohydrate research 2015; 412:15-8.

38. Zdorovenko EL, Golomidova AK, Prokhorov NS, Shashkov AS, Wang L, Letarov AV, et al. Corrigen-
dum to ”Structure of the O-polysaccharide of Escherichia coli O87” [Carbohydr. Res. 412 (2015) 15-18].
Carbohydrate research 2018; 464:1.

39. Zdorovenko EL, Wang Y, Shashkov AS, Chen T, Ovchinnikova OG, Liu B, et al. O-Antigens of
Escherichia coli Strains O81 and HS3-104 Are Structurally and Genetically Related, Except O-Antigen
Glucosylation in E. coli HS3-104. Biochemistry Biokhimiia 2018; 83:534-41.

40. Kulikov EE, Golomidova AK, Letarova MA, Kostryukova ES, Zelenin AS, Prokhorov NS, et al. Genomic
sequencing and biological characteristics of a novel Escherichia coli bacteriophage 9g, a putative representa-
tive of a new Siphoviridae genus. Viruses 2014; 6:5077-92.

41. Golomidova AK, Kulikov EE, Babenko VV, Ivanov PA, Prokhorov NS, Letarov AV. Escherichia coli
bacteriophage Gostya9, representing a new species within the genus T5virus. Archives of virology 2019;
164:879-84.

42. Kulikov E, Kropinski AM, Golomidova A, Lingohr E, Govorun V, Serebryakova M, et al. Isolation
and characterization of a novel indigenous intestinal N4-related coliphage vB EcoP G7C. Virology 2012;
426:93-9.

43. Prokhorov NS, Riccio C, Zdorovenko EL, Shneider MM, Browning C, Knirel YA, et al. Function of
bacteriophage G7C esterase tailspike in host cell adsorption. Molecular microbiology 2017; 105:385-98.

44. Zdorovenko EL, Golomidova AK, Prokhorov NS, Shashkov AS, Wang L, Letarov AV, et al. Corrigendum
to ”Structure of the O-polysaccharide of Escherichia coli O87” Carbohydrate research 2015; 412:15-8.

45. Sambrook J, Fritsch EF, Maniatis T. Molecular cloning: a laboratory manual. Cold spring harbor
laboratory press, New York, 1989.

46. Samson JE, Magadan AH, Sabri M, Moineau S. Revenge of the phages: defeating bacterial defences.
Nature reviews Microbiology 2013; 11:675-87.

47. Pawlak A, Rybka J, Dudek B, Krzyzewska E, Rybka W, Kedziora A, et al. Salmonella O48 serum
resistance is connected with the elongation of the lipopolysaccharide O-Antigen containing sialic acid. In-
ternational journal of molecular sciences 2017; 18.

48. Coggon CF, Jiang A, Goh KGK, Henderson IR, Schembri MA, Wells TJ. A novel method of serum
resistance by Escherichia coli that causes urosepsis. mBio 2018; 9.

49. Kintz E, Heiss C, Black I, Donohue N, Brown N, Davies MR, et al. Salmonella enterica Serovar
Typhi Lipopolysaccharide O-Antigen Modification Impact on Serum Resistance and Antibody Recognition.
Infection and immunity 2017; 85.

50. Datsenko KA, Wanner BL. One-step inactivation of chromosomal genes in Escherichia coli K-12 using
PCR products. Proceedings of the National Academy of Sciences of the United States of America 2000;
97:6640-5.

9



P
os

te
d

on
A

u
th

or
ea

13
A

p
r

20
20

—
C

C
B

Y
4.

0
—

h
tt

p
s:

//
d
oi

.o
rg

/1
0.

22
54

1/
au

.1
58

6
8
03

22
.2

51
06

18
4

—
T

h
is

a
p
re

p
ri

n
t

an
d

h
as

n
ot

b
ee

n
p

ee
r

re
v
ie

w
ed

.
D

at
a

m
ay

b
e

p
re

li
m

in
ar

y.

Table 1. Sensitivity of the E. coli strains and their derivative φ24B:cat lysogens to virulent coliphages.

Figure 1. LPS profiles of the E. coli strains used and their derivative φ24B:cat lysogens. The left lane on
each of the panels – the wild type cells, other lanes – three lysogenic clones for each strain.

Figure 2. Sensitivity of the E. coli strains and their derivative φ24B:cat lysogens’ growth to the horse serum
bactericidal activity. Black lines – the wild type strain, grey lines – three lysogenic clones tested for each
original strain.

Table 1.

E. coli strains E. coli strains E. coli strains E. coli strains E. coli strains E. coli strains E. coli strains E. coli strains E. coli strains E. coli strains

HS3-104 HS3-104 4s 4s F5 F5 F17 F17 UP1 UP1
Phages wt Lyso-gens wt Lyso-gens wt Lyso-gens wt Lyso-gens wt Lyso-gens
DT57C + + + + +/- + - + - +
DT571/2 + + - + +/- + - + - +
fimX - + - + +/- + - + - +
ABF + + - + +/- + - + - +
Gostya9 - + - + + + - + - -
G7C - - + - - - - - - -
T5 - + - + - - - + - +
9g - + - + + + + + - +

+/- – very small turbid plaques with EOP < 10-3 in respect to plating on the optimal host strain
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