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Abstract 

Background  Bacteria in nature live together in communities called biofilms, where they produce a matrix that pro-
tects them from hostile environments. The components of this matrix vary among species, with Salmonella enterica 
serovar Typhimurium (STm- WT) primarily producing curli and cellulose, which are regulated by the master regu-
lator csgD. Interactions between bacteria can be competitive or cooperative, with cooperation more commonly 
observed among the kin population. This study refers to STm- WT as the generalist which produces all the matrix 
components and knockout strains that are defective in either curli or cellulose as the specialists, which produces one 
of the matrix components but not both. We have asked whether two different specialists will cooperate and share 
matrix components during biofilm formation to match the ability of the generalist which produces both components.

Results  In this study, the response of the specialists and generalist to physical, chemical, and biological stress dur-
ing biofilm formation is also studied to assess their abilities to cooperate and produce biofilms like the generalist. STm 
WT colony biofilm which produces both the major biofilm matrix component were protected from stress whereas 
the non-matrix producer (∆csgD), the cellulose, and curli alone producers ∆csgA, ∆bcsA respectively were affected. 
During the exposure to various stresses, the majority of killing occurred in ∆csgD. Whereas the co-culture (∆csgA: 
∆bcsA) was able to resist stress like that of the STm WT. Phenotypic and morphological characteristics of the colonies 
were typed using congo red assay and the Influence of matrix on the architecture of biofilms was confirmed by scan-
ning electron microscopy.

Conclusion  Our results show that matrix aids in survival during antibiotic, chlorine, and predatory stress. And pos-
sible sharing of the matrix is occurring in co-culture, with one counterbalancing the inability of the other when con-
fronted with stress.
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Introduction
Salmonella enterica is a major causative agent of bac-
terial food-borne diseases, and it can form biofilms 
on a variety of biotic and abiotic surfaces [1]. Bacteria 
adopt a biofilm lifestyle in their natural habitats, where 
they metamorphose from single planktonic cells to bio-
film communities [2, 3]. Biofilm is a sessile mode of 
life where the microbes aggregate together and live in 
proximity in a protective self-produced matrix. Biofilm 
is the predominant life form on Earth. Biofilms protect 
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the bacteria from external stress factors like antibiot-
ics, antibacterial agents, and the immune system of the 
host [2].

In developing countries, more than 300,000 deaths 
occur annually due to Salmonella infections [4]. Salmo-
nellosis related foodborne illness has been estimated to 
cost 4.8 to 23 billion dollars annually in the United States 
[5]. Based on the surface antigenic composition Salmo-
nella enterica is classified into 2000 different serovars 
of which, Salmonella enterica serovar Typhimurium 
(STm), causes non-typhoidal, self-limiting gastroenteri-
tis in humans [1, 6]. Most of these serotypes can adapt 
to the host including humans. The lifecycle of Salmonella 
revolves between the multicellular sessile communities 
(biofilm) and the motile planktonic form. This transition 
aids in the survival, pathogenesis, and transmission of 
the bacteria from environment to the host, as the biofilm 
lifestyle protects Salmonella from diverse assaults. Popu-
lation variation is seen between the cells of Salmonella 
which are present inside the host where the planktonic 
one is used for motility and virulence, whereas the bio-
film type for long term survival. Salmonella biofilms pose 
a great nuisance to the food and water distribution sys-
tems, because of the resilience conferred by the matrix to 
chlorine and other water sanitising agents. In health care 
settings, Salmonella biofilms posits life threatening food 
borne illness and biofilm formation in gall stones [7].

The matrix components play a vital role in the archi-
tecture of biofilms [3]. The Salmonella enterica serovar 
Typhimurium (STm) biofilm matrix consists of amyloid 
protein curli and polysaccharide cellulose, extracellu-
lar DNA, and a larger protein BapA [8]. The STm wild 
type (WT) biofilm produces red dry and rough (rdar) 
morphotype on congo red media (Fig. 1), due to the pro-
duction of all the matrix components (cellulose, curli). 
The csgD, the master regulator of matrix components 
positively regulates the production of curli, and cellulose 
which are the main matrix components of STm biofilm. 
It is responsible for the virulence of bacteria and plays 
an important part in biofilm related infections. csgD 
activates csgBAC which leads to the production of curli 
subunits. The expression of csgD is in turn regulated by 
various stimuli like cyclic di-GMP, temperature, etc. High 
levels of cyclic di GMP promote biofilm formation and 
vice versa [6].

It has been observed that microbes act collectively in 
groups for their own benefit and survival. Interactions 
like competition and cooperation have been observed 
among them to carry out different tasks. The biofilm 
matrix where the cells are aggregated have plenty of 
opportunities for resource sharing, which is a favour-
able interaction [9]. ∆csgA is a curli knockout specialist 
that exclusively produces cellulose alone and ∆bcsA is 

a cellulose knockout strain that in turn is specialised to 
produce curli alone (Fig. 1).

In the present study, we have evaluated whether 
mutants lacking each one of the matrix components 
when co-cultured together exhibits sharing of matrix 
components and do the co-cultured mutants resemble 
the wild type (which produces both the matrix compo-
nents) in terms of its resilience to both biotic and abiotic 
stressors.

Results
Frequency of the subtypes
Pellicle biofilm, submerged, and colony biofilm
The ability of the STm WT strain to contribute to het-
erogeneous variants when grown in the form of pellicle, 
submerged and colony biofilms was estimated by congo 
red assay. The relative proportion of variants viz., RDAR 
(Red dry and rough) phenotype, SAW (Smooth and 
white), and PDAR (Pink dry and rough) cells were esti-
mated for each type of the biofilm. All 3 biofilms were 
predominated by RDAR/SAW phenotype, but their rela-
tive proportions varied within each biofilm (Fig. S1). It 

Fig. 1  Morphotypes displayed on Congo red agar. a STm spotted 
on Congo red media produce RDAR (Red dry and rough phenotype), 
b ∆csgD produces SAW (Smooth and white phenotype), c ∆csgA 
produces PDAR (Pink dry and rough phenotype), d. ∆bcsA produces 
BDAR (Brown dry and rough phenotype)



Page 3 of 12R. et al. BMC Microbiology          (2023) 23:230 	

was observed that in pellicle biofilms, more SAW pheno-
type was observed relative to RDAR (Red dry and rough) 
phenotype. In submerged biofilms RDAR phenotype was 
predominant but SAW (Smooth and white) and PDAR 
(Pink dry and rough) cells were also observed. Colony 
biofilms displayed primarily RDAR Phenotypes followed 
by SAW (Smooth and white cells), colony biofilms were 
also comprised of Red big colonies and hyper swarm-
ers. Thus, it appears that the matrix composition varies 
depending upon the type of biofilm formed, with pellicle 

biofilm producing relatively less amount of cellulose and 
curli, which is enhanced in submerged and colony bio-
films as evidenced by the preponderance of RDAR phe-
notype in submerged and colony biofilms.

Crystal violet assay
The biofilms formed by the different matrix deficient 
strains and their co-culture relative to wild type were esti-
mated using crystal violet assay. The observations show 
that ∆csgD lacking both the matrix components does not 
form biofilm. ∆csgA producing only cellulose and ∆bcsA 
producing only curli formed weak biofilms, Importantly 
the co-culture was able to produce biofilm biomass simi-
lar to the wild type (Fig. 2).

Morphology changes devoid of matrix
Colony biofilms of STm, WT, and matrix mutants were 
formed on congo red agar plates, and morphotypes 
formed were observed. In line with the previous reports, 
STm WT produces RDAR Red dry and rough morpho-
type on congo red agar plates where both the matrix 
components curli and cellulose are expressed, ∆csgD 
produces SAW smooth and white phenotype where both 
curli and cellulose are absent, ∆csgA produces PDAR 
(Pink dry and rough) morphotype where only cellulose 
is present (Fig.  3a). Interestingly signs of septum like 
(wrinkly) structures which is well developed in the wild 
type is observed only in ∆csgA mutant implying that cel-
lulose predominantly contributes to the mature biofilm 

Fig. 2  a Biofilm forming ability of WT and matrix mutants discerned 
by Crystal Violet assay. n = 3, Unpaired t-test was performed. 95% 
CI, P value < 0.0001. b the wells showing the crystal violet staining 
of the biofilm produced

Fig. 3  a Phenotype of wild type & mutants on Congo Red Media. The 3-day old colony biofilm of STm WT, ∆csgD, ∆csgA, ∆bcsA, co-culture of ∆csgA: 
∆bcsA spotted on congo red media. b Scanning electron microscopic images depicting the morphology of wild type, mutants & co-culture- (Scale 
bar: 1 mm)
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architecture. ∆bcsA produces BDAR (Brown dry and 
rough) morphotype where only curli is present. The co-
culture of matrix mutants ∆csgA: ∆bcsA produces pink 
colonies where possible sharing of the matrix could have 
occurred. We added cellulose exogenously to ∆bcsA to 
check whether supplemented cellulose in ∆bcsA mutant 
can lead to biofilm phenotypes that resemble either 
the co-culture or the WT. Our observations reveal that 
upon extraneous cellulose addition, the phenotype of the 
∆bcsA mutant biofilm appears somewhat similar to the 
co-culture but it does not recapitulate the phenotype of 
WT biofilms (Figure S2). It is important to note that the 
mature biofilm architecture is missing in the co-culture 
which implies that other ECM components like extra-
cellular DNA/colanic acid/capsular O antigen is prob-
ably differentially expressed in WT relative to mutants 
[10] or these matrix forming genes might regulate other 
genes that could possibly contribute to mature biofilm 
architecture.

Scanning electron microscopy (SEM) was done to 
visualize the colony biofilm architecture (Fig.  3b) and 
the results show that the Wild type of colony biofilm 
produces the ridges and the hollow cavity inside the 
colony biofilm and the channels can also be viewed. In 
the mutants, we could not observe any ridges or pat-
terns. ∆csgD produces a plain colony where the matrix 
components are absent, ∆csgA and ∆bcsA the periphery 
of the colony shows folding or wrinkled structures. And 
in the co-culture ∆csgA: ∆bcsA the colony shows a more 

well-defined colony structure like ∆csgA, but the wrin-
kled architecture characteristic of WT is still missing, 
which again reiterates the fact that these matrix contrib-
uting genes might also impinge on signalling that results 
in mature biofilm architecture.

Antibiotic stress exposure
The role of matrix components in protecting biofilm 
cells from antimicrobial stress was tested by expos-
ing biofilms formed by WT and mutants to 200X MIC 
of ciprofloxacin. Results show that in the STm—WT 
exposure to antibiotics did not induce a reduction in 
CFU/mL indicating that the matrix is protecting the 
cells from the antibiotic stress. In ∆csgD there is > 90% 
reduction in cell counts, which could be attributed to 
the absence of matrix (Fig.  4). As the cells exposed to 
antibiotics are vulnerable because of the absence of 
protection afforded by the matrix, they were killed as 
reported earlier [7]. With ∆csgA cellulose affords pro-
tection from antibiotics, but the protection is not com-
plete as a 30% decline in cell counts was observed after 
antibiotic exposure. Similarly, ∆bcsA curli conferred 
protection to the cells and antibiotic treated biofilms 
displayed a 10% reduction relative to untreated ∆bcsA 
mutant. Among mutants relative to cellulose mutant, 
curli mutant confers enhanced protection upon 
exposure to antimicrobial stress. As the specialists 
(mutants) lack one of the matrix components, complete 
protection from antibiotic stress like WT could not be 

Fig. 4  Matrix sharing occurs in co-culture and protects biofilms against antibiotic stress. 0 h is the CFU of cells before antibiotic treatment and 1 h 
is after antibiotic treatment. In the WT and co-culture, no reduction in CFU was observed due to antibiotic exposure. n = 6 biological replicates, 
Paired t-test was performed, 95% CI, P value < 0.05



Page 5 of 12R. et al. BMC Microbiology          (2023) 23:230 	

observed. With co-culture of specialists (∆csgA: ∆bcsA) 
where both the matrix components are contributed 
by individual strains, hardly any decline in cell counts 
following antibiotic exposure was observed which 
implies that matrix sharing would have contributed to 
enhanced antimicrobial resilience similar to WT in the 
mutant co-cultures.

Chlorine stress experiment
To evaluate protection conferred by the matrix against 
oxidative stress, colony biofilms of WT and mutants 
were exposed to different concentrations of Sodium 
hypochlorite. As expected, the WT protected the cells 
from oxidative stress due to its matrix producing abil-
ity (Fig. 5). In ∆csgD wherein the matrix is absent, there 
was a significant decline in cell counts at all concentra-
tions tested, and at the maximal concentration evalu-
ated (500 p.p.m) the ∆csgD could not survive. In ∆csgA, 
cellulose conferred protection to the mutant although 
a slight decline in cell counts was observed at all con-
centrations tested, the reduction in cell counts was 
not drastic post exposure. Whereas in ∆bcsA, which 
produced only curli, at lower concentrations cell 
counts were comparable to ∆csgA mutant whereas, at 
500 p.p.m of Sodium hypochlorite, a higher mortality 
was observed due to oxidative stress relative to ∆csgA 
implying that cellulose afforded enhanced protection 
against oxidative stress than curli. In co-culture ∆csgA: 
∆bcsA the decline in cell counts was similar to what was 
observed in ∆csgA (Fig. 5) reiterating the protective role 
of cellulose against oxidative stress. It is unclear if cel-
lulose and curli synergise and form a well interspersed 
bundle that confers enhanced protection against anti-
biotic/oxidative stress in the WT relative to the co-cul-
ture where both components are present together.

Myxococcus invasion assay
Swarming assay technique was employed wherein the 
predator myxococcus spotted in the center predates by 
swarming and kills the prey. The mutant ∆csgD lacking 
the matrix displayed a higher susceptibility towards Myx-
ococcus invasion as evidenced by enhanced swarming 
diameter as shown by the cumulative graph of the 3-day 
predation assay (Fig. 6a). Co-cultures ∆csgA: ∆bcsA and 
WT: ∆csgD afforded significant protection from the pred-
ator as evidenced by lower migration rates. It is likely that 
the sharing of matrix between the mutant co-culture and 
between WT and matrix deficient mutant affords protec-
tion against Myxococcus swarming (predation) (Fig. 6).

Density of the colony
The cell density of the biofilm was assessed by CFU/mL 
divided by the diameter of the colony. In general, as the 
matrix is comprised of polysaccharides/proteins, it is 
less dense than the cells. ∆csgD had no matrix hence it 
produced cells whose density was the highest. WT had a 
cell density comparable to ∆csgA. But the ∆bscA mutant 
which produces only curli protein exhibited lower cell 
density. Co-culture of both mutants produced the lowest 
cell density of ~ 1 log lower implying that the biofilm bio-
mass is predominantly contributed by the matrix in co-
culture (Fig. S3).

Iron estimation in the matrix of the colony
As iron is critical for microbial metabolism (reduction of 
oxygen for ATP production, Haem production, Ribotide 
precursor reduction, etc.,) the role of matrix components 
in sequestering iron was evaluated. The results reveal 
that there is more iron sequestered by the WT and co-
culture colony biofilm relative to the individual mutants 
(Fig.  7). In ∆bcsA the iron acquisition is less, which is 
similar to matrix deficient mutant ∆csgD. Relatively 

Fig. 5  Matrix protects biofilm cells under elevated chloride ion stress. 0 h is the CFU of cells before chlorine treatment and 1 h is the CFU 
post chlorine treatment. Three different concentrations of sodium hypochlorite (a 200, b 400, c 500 p.p.m) were used. a At 200 p.p.m, WT, 
and co-culture showed a similar pattern of CFU reduction there was less reduction in CFU than ∆csgD mutant. b There was no significant CFU 
reduction in WT at 400 p.p.m. c At 500 p.p.m there was a complete reduction in CFU of the ∆csgD mutant and in co-culture where both cellulose 
and curli are produced to complement each other and protect itself from chlorine stress. n = 3 biological replicates, Paired t-test, 95% CI, P 
value < 0.05
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∆csgA accumulates more iron which implies that cellu-
lose contributes to iron sequestration than curli. Thus, in 
co-culture (∆csgA: ∆bcsA), ∆csgA by sharing the matrix 
would have conferred iron chelation ability and balance 
for ∆bcsA to succeed as a combined group.

Stability experiment
To check for the stability of the colony biofilms formed 
by WT, mutants, and co-cultures, the colony biofilms 
were subjected to rocker stress at 75 rpm for a period 
of 3 h. STm- WT even after 3 h was not disrupted and 
remained intact underscoring the strong influence of 
the matrix components in conferring structural integ-
rity to the biofilm (Fig. S4). In the case of the mutant 

∆csgD, the entire biofilm dispersed within 2 h as they 
lacked the matrix and could not withstand the stress. 
With ∆bcsA, the colony biofilm showed signs of dis-
ruption after the second hour, and by 3  h, the entire 
biofilm was dispersed. In ∆csgA although the colony 
biofilm got disrupted by 2  h, it was not completely 
dispersed even by the 3rd hour. This implies that cel-
lulose confers better structural stability to the colony 
biofilms. The co-culture ∆csgA: ∆bcsA, was dispersed 
by 3rd hour but withstood until the 2 h. So, the co-cul-
ture was relatively more stable than ∆csgD but it did 
not display the stability observed in wild type biofilms. 
It is likely that WT has an interspersed matrix whereas 
co-culture has a layered matrix which differs in its 
resilience.

Fig. 6  a The cumulative distance of predation for the 3 days by the predator. ∆csgD has no matrix so predation was more. And in other cases, 
the matrix conferred resilience from predation. In the co-culture, there was much less predation compared to the mutants. One-way ANOVA 
was performed, 95% CI, P < 0.001-***, P < 0.01- **, n = 3. b Predation assay between M. xanthus and STm WT, ∆csgD, ∆csgA, ∆bcsA, WT: ∆csgD, ∆csgA: 
∆bcsA documented on 3rd day. c the graph shows the distance of predation for each day in STm WT, ∆csgD, ∆csgA, ∆bcsA, WT: ∆csgD, ∆csgA: ∆bcsA, 
Error bar represents SD (n = 3)

Fig. 7  The co-culture of ∆csgA: ∆bcsA can hold iron equivalent to that of WT. n = 3 Unpaired t-test, 95% CI, p < 0.05 = ***



Page 7 of 12R. et al. BMC Microbiology          (2023) 23:230 	

Matrix estimation by congo red depletion assay
The proportion of matrix formed was estimated by 
Congo red depletion assay wherein enhanced absorb-
ance in supernatant implies reduced binding of the dye 
with matrix components. Matrix production is seen at 
the highest in the specialist ∆csgA, whereas ∆bcsA the 
curli producing mutant forms less amount of matrix. In 
the co-culture ∆csgA: ∆bcsA poor matrix formation of 
∆bcsA is compensated by ∆csgA, as the amount of matrix 
formed is similar to that observed in WT (Fig. S5). Thus, 
in the co-culture ∆csgA is sharing its matrix with ∆bcsA 
to sustain as a population.

Cellulose estimation by calcofluor staining method
Calcofluor binds to cellulose and estimation of bound 
calcofluor by spectrofluorimetry is indirectly propor-
tional to the amount of cellulose formed by different 
biofilms. The observations reveal that Cellulose is pro-
duced in large quantities by ∆csgA because the mutant is 
specialized to produce only a single matrix component 
(cellulose) which is produced in more amounts than the 
WT. The co-culture ∆csgA: ∆bcsA produces cellulose 
comparable to the WT (Fig. S6) wherein the csgA mutant 
contributes exclusively to cellulose production. Sharing 
of the matrix occurs in co-culture and hence the amount 
of cellulose formed is comparable between co-culture 
and WT.

Discussion
Salmonella, a well-studied member of the Enterobacte-
riaceae family featuring a plethora of different serovars 
has adapted to diverse environmental and lifestyle con-
ditions. The self-produced extracellular matrix that com-
prises the heterogenous and spatially structured bacterial 
communities with multiple subpopulations residing in 
the nanocomposite formed together by the major matrix 
components, allows the biofilm to act like a tissue that 
confers resistance against various stressors like antibiot-
ics, environmental stress, and competing host responses. 
Curli as a protein elicits an immune response in the host 
and can be easily recognized by the host immune cells. 
Cellulose counterintuitively masks the curli and prevents 
it from being recognised by the host, resulting in a suc-
cessful habitat for coordinated bacterial existence known 
as biofilms, a community with multiple heterogeneous 
subpopulations having distinct physiological traits and 
division of labour which increases pathogen fitness in 
both host and non-host environments [11, 12].

In higher organisms, there are several examples of hon-
eybees, termite societies, and polar bears where social 
interactions like competition and cooperation promote 
the overall fitness of the community [13]. Communal 
interactions also regulate the mechanism of biofilm 

development where in a community, the producer protect 
the non-producer which confers an overall protection to 
the biofilm community and the biofilm fitness depends 
on the balance of these interactions. There is physiologi-
cal differentiation of microbial cells in different biofilm 
microenvironments which have coordinated behaviours 
as seen in multicellular organisms [14]. Competition is 
the majorly observed interaction in the microbial com-
munity, but cooperative behaviour is also observed 
among the kin population [15]. In the present study, we 
were interested in looking into the role of matrix confer-
ring resistance against the various stress response and 
whether sharing of the matrix in co-cultures deficient in 
the production of one of the matrix components confers 
a fitness advantage to Salmonella colony biofilms.

Biofilm exists in nature as air–liquid interface (Pelli-
cle biofilm), solid–liquid (submerged biofilm), and air–
solid (colony biofilm). And cells in a biofilm are a highly 
heterogeneous population. To test for phenotypic het-
erogeneity and to visualize the production of matrix we 
spotted these biofilms after serial dilution onto a Congo 
red media (Fig. S1b). And the expressed phenotypes in 
each model were recorded (Fig. S1a). In the pellicle bio-
film, the bacteria obtain oxygen from the air and nutri-
ents from the liquid. flagella, FimH, cellulose, and curli 
are important for pellicle formation [16]. And flagella 
play an important role in the early stages of biofilm for-
mation. mutants lacking these motility genes were defec-
tive in pellicle formation in V. fischeri [17]. This could be 
attributed to the fact that motility is important for the 
cells to reach the air–liquid interface to initiate pellicle 
formation. Hence, the expression of the SAW pheno-
type was predominant in pellicle biofilm. In submerged 
biofilms, where they are attached to a solid substratum, 
the need for motility is comparatively limited. Only in 
the initial stages of attachment to the substratum would 
require motility. So, the expression of RDAR phenotype, 
which is associated with the expression of both curli, 
and cellulose offers more advantage where both expres-
sion of cellulose and curli occurs simultaneously. In the 
colony biofilm grown on the solid-air interface, as motil-
ity related genes are not expressed a preponderance of 
RDAR phenotype was observed. STm strain is character-
ized by the production of RDAR phenotype the multicel-
lular form in the agar media [18].

The Congo red morphotyping Fig.  3a reveals that 
despite taking up of the Congo red by the co-cul-
ture, which implies matrix sharing, the mature bio-
film architecture like the wild type was not observed, 
which implies that complementation by specialists is 
not adequate to restore intricate biofilm architecture 
displayed by the wild type. In other words, although 
co-culture aids in biofilm formation it is unable to 
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complete biofilm maturation observed in wild type. 
The absence of intricate biofilm architecture displayed 
by the wild type, reveals that the specialists are unable 
to recapitulate biofilm architecture displayed by the 
generalist. Interestingly signs of septum like structures 
that are well developed in the wild type are observed 
only in ∆csgA mutant implying that cellulose predomi-
nantly contributes to the mature biofilm architecture. 
But in a recent study it was observed that the special-
ist co-culture restored the RDAR phenotype and shar-
ing of the matrix was displayed [19]. Furthermore, This 
study indicates that there are more factors other than 
cellulose that give rise to the RDAR phenotype in E.coli 
0157:H7 [20]. An earlier study showed that the biofilm 
matrix in non-typhoidal Salmonella is predominantly 
contributed by curli and to a certain extent by colanic 
acid [10]. Our findings also reveal that though cellu-
lose and curli are important components of the biofilm 
matrix, there could be other factors like eDNA/Colanic 
acid/ Capsular O antigen that might contribute to the 
RDAR morphotype of WT.

The antibiotic prescribed/administered for Salmonella 
related infections is of greater importance because sero-
vars of Salmonella have gained resistance to commonly 
prescribed antibiotics. Salmonella infections are usually 
treated using the fluoroquinolone class of drugs mainly 
ciprofloxacin, which inhibits bacterial DNA gyrase and 
Topoisomerase. Studies show that resistance of Salmo-
nella serovars to ciprofloxacin is increasing [21, 22]. The 
bacteria’s virulence and resistance are contributed to a 
greater extent by the matrix components. Matrix defi-
cient ∆csgD is reported to be sensitive and WT is tolerant 
to the antibiotic Ciprofloxacin [19]. The MIC of S. Typh-
imurium 14028 strain for ciprofloxacin is ∼0.02 µg mL−1 
and the authors of the earlier study have checked for sen-
sitivity at 4 µg mL−1 ciprofloxacin in submerged biofilms 
[7]. To investigate whether matrix production is con-
ferring enhanced protection in colony biofilms against 
antibiotic, STm WT, ∆csgD, ∆csgA, ∆bcsA, ∆csgA:∆bcsA 
colony biofilms were treated with 4 µg  mL−1 ciprofloxa-
cin (Fig.  4). In the co-culture there is less killing com-
pared to that of the individual mutants.

∆csgD mutant is more sensitive to hydrogen perox-
ide [19]. Cellulose deficient mutants are reported to be 
more sensitive toward chlorine stress in submerged bio-
films [7]. An earlier study checked the survival of S. ente-
ritidis  in food and water supply chains by exposing the 
population to a higher concentration of 30 p.p.m chlo-
rine (which is 200 times higher than the free chlorine in 
municipal water supplies) it was observed that WT had 
a higher survival upon 30 p.p.m chlorine exposure rela-
tive to cellulose deficient mutant which exhibited greater 
mortality [23]. Interestingly our observations (Fig.  5) 

show that even though the co-culture is better, it could 
not  fully recapitulate the protective effect conferred by 
the wild type.

Myxococcus is a generalist bacterium that has a broad 
host range feeding on bacteria that is in proximity by 
employing various secondary metabolites and enzymes 
to lyse the microbial population and obtain its desired 
nutrients [24]. Matrix components cellulose and curli 
were shown earlier to provide robust protection to E.coli 
from the predatory bacterium Myxococcus xanthus 
[25]. To test whether the matrix is conferring protec-
tion against predatory stress in Salmonella and to test 
whether sharing of the matrix that  occurs in co-culture 
affords protection against Myxococcus, invasion assay 
was carried out and results (Fig.  6) revealed that the 
matrix confers protection as there is far less killing in co-
culture biofilms relative to biofilms formed by individual 
mutants.

Iron is an essential element for the growth of bacteria. 
A previous study reported that matrix associated iron is 
used for intracellular electron transfer during oxidative 
respiration [26]. Our results (Fig.  7) show that both the 
co-culture and WT acquire more iron  relative to iron 
sequestered by the mutant biofilms. Our observations 
(Fig. S4) regarding biofilm stability in the face of shear 
stress created by rocking show that WT colony biofilm is 
most stable and did not get dispersed whereas co-culture 
was not fully stable nevertheless, it could not be com-
pletely dispersed which implies mild protection against 
shear stress for a large duration (> 2 h).

Matrix produced in the colony is estimated using 
congo red method (Fig. S5), where the cellulose specialist 
produced more cellulose than the WT. Whereas the curli 
specialist produced lesser curli than the WT but together 
in co-culture they are equalizing matrix produced by 
the WT. calcofluor white has been used to identify the 
mutants defective in producing matrix in many organ-
isms [23]. Paytubi  et al., reported that cellulose is not 
essential for pellicle biofilm formation [27]. On the con-
trary, Thongsomboon et  al., reported that functionally 
cellulose is the major component of the matrix and plays 
an important role in biofilm architecture and dictates a 
framework for biofilm landscape providing structure and 
protection [11]. Cellulose estimation assay performed in 
the present study (Fig. S6) showed that ∆csgA produced 
a higher amount of cellulose than the WT most likely to 
compensate for the absence of other matrix components.

In this study, we showed for the first time that matrix 
aids in the survival of STm WT, ∆csgD, ∆csgA, ∆bcsA, 
∆csgA: ∆bcsA against antibiotic, chlorine, and Myxo-
coccus stress through matrix sharing in the co-culture. 
Despite the matrix sharing in the co-culture, it is not able 
to mimic the generalist (WT). An earlier AFM based 
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study on the Salmonella biofilm matrix revealed that 
curli was visible as an extracellular material both on and 
in between the cells and on the edges of the biofilms as 
fimbrial curli [28]. Hence, it is likely that curli gets inter-
twined with cellulose fibrils in WT and affords greater 
resilience relative to the layered arrangement of curli and 
cellulose in co-culture, which remains to be discerned 
using confocal imaging studies as a part of future work.

Conclusion
Understanding the structure and interactions that occur 
within a biofilm is critical for studying these highly het-
erogeneous life forms that switch to a favourable pheno-
type when necessary [29–31]. Our findings indicate that 
matrix helps with survival during antibiotic, chlorine, 
and predatory stress. And possible matrix sharing is tak-
ing place, with one counterbalancing the inability of the 
other during stressful conditions. Studying these various 
specialists and generalists is important because, during 
an infection, the bacteria will select a phenotype that 
will allow it to establish itself. And there will be pheno-
typic switching to combat stress and conserve metabolic 
energy. A trade-off can occur among the heterogeneous 
group in biofilm, where one will produce one metabolic 
product and complement the non-producer, and they 
may establish themselves as a community. Cooperation 
is a potentially advantageous behaviour among the kin 
population to establish itself during infection and other 
challenging environments which require further experi-
mentation to unravel it fully.

Materials and methods
Bacterial strains and culture conditions
Salmonella enterica  serovar Typhimurium 14028 strain 
(STm WT), ∆csgD, ∆csgA, ∆bcsA [7] were kindly gifted 
by Prof. Dipshikha Chakravortty, (Indian Institute of 
Science). For all the experiments strains were grown in 
LB-NaCl broth overnight at room temperature. 2µL of 
overnight culture (OD of 0.6 at 595 nm) was spotted onto 
LB without NaCl agar and incubated for 3 days at room 
temperature (26- 28 °C) to form colony biofilms [19, 32] 
which was used for further experiments. All the chemi-
cals and antibiotics used were purchased from HiMedia 
Labs, India.

Pellicle biofilm, submerged, and colony biofilm
Pellicle biofilms were grown by adding 2 µL of mid log 
culture (0.6 OD) to 200 µL LB broth in a 24 well (Tar-
sons, Kolkata) tissue culture plate wrapped in para-
film for 6 days at 25  °C in static conditions. The pellicle 
formed from this culture was aspirated into 1 mL Phos-
phate buffered saline (PBS). The resuspended pellicle was 
vortexed, serial diluted, and spread plated on Congo Red 

(CR) media. 3  days post incubation, the morphology of 
the biofilm colonies was observed and recorded [33].

A similar procedure was adopted for submerged bio-
film, wherein rubber policeman was used for retrieving 
the submerged biofilm, and for colony biofilms, 3-day old 
colony biofilm was taken which was then added to 1 mL 
PBS, serially diluted, and plated onto CR media. After 
3 days of incubation, the morphology of the colonies was 
typed and recorded.

Crystal violet assay
To assess the biofilm formation, crystal violet assay as 
reported earlier [33, 34] was adopted. Briefly, biofilms 
were grown on 96 well plate containing 200 µL of LB 
broth (without NaCl) at 26- 28 °C for 3 days in static con-
ditions. On the 3-day the liquid culture was removed by 
aspiration, biofilms formed were washed twice with ster-
ile PBS and air dried. 1% crystal violet was added to the 
tubes and allowed to stain for 15  min, excess/unbound 
crystal violet was carefully removed from the tubes 
which were air dried and imaged. 70% ethanol was added 
to extract crystal violet and the OD of crystal violet cor-
responding to the biofilm biomass was measured at 
595 nm using Tecan Sunrise plate reader [6]. The results 
were analysed by using t-test using GraphPad Prism5 for 
Windows.

Morphology changes devoid of matrix
The morphotypes were studied visually on congo red agar 
plates. 2 µL of STm WT, ∆csgD, ∆csgA, ∆bcsA, co-culture 
of ∆csgA: ∆bcsA (1:1) were spotted on to the LB- NaCl 
agar media containing 40ug/mL Congo red and 20ug/mL 
Coomassie blue. The plates were incubated for 3  days. 
Based on their abilities to produce matrix components, 
different strains produced varied phenotypes which were 
photographed and recorded [27].

Scanning electron microscopy
The 3-day grown colony biofilm was used for SEM prepa-
ration and observation following the standard protocol 
[7] with few modifications. Briefly, the colony biofilm was 
fixed using 1 mL of warm 25% glutaraldehyde at RT for 
10 min. The fixed biofilms were washed and dehydrated 
using a graded ethanol series of 50% to 100% with each 
wash step of 10 min. After drying at room temperature, 
they were left in a vacuum condenser for a day. The sam-
ples were sputter coated with gold and imaged using the 
scanning electron microscope TESCAN VEGA 3, BRNO, 
CZECH REPUBLIC.

Antibiotic and chlorine stress exposure
For testing the antimicrobial sensitivity, the colony bio-
film was carefully removed, and exposed to Ciprofloxacin 
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at a concentration of 4ug/mL and sodium hypochlorite 
(200, 400, 500, and 600 p.p.m) for 1  h at 37  °C (Sche-
matic. S1). Untreated colony biofilms in 1 mL PBS were 
used as the control. Following exposure, the treated and 
untreated biofilms were mixed well, serially diluted, and 
plated on LB- NaCl media with respective antibiotic 
plates, following 24 h of incubation, colony counts were 
determined to enumerate their CFU. The results were 
analysed by using paired t-test using GraphPad Prism5 
for Windows.

Myxococcus invasion assay
Matrix is known to hinder phagocytosis by macrophages. 
In a similar manner, to assess the role of matrix against 
the predatory stress, predation assay was performed 
using Myxococcus xanthus. 100µL of overnight cultures 
of STm WT, ∆csgD, ∆csgA, ∆bcsA, ∆csgA: ∆bcsA grown 
in LB-NaCl was diluted to an OD600 of 1 and was spread 
plated on LB-NaCl agar. 10 µL of M. xanthus grown in 
CTT Liquid (1% Bacto Casitone, 8 mM magnesium sul-
fate, 10  mM Tris–HCL, 1  mM potassium, pH 7.6) in 
shaking conditions for 48 h at 30  °C (with a normalized 
OD600 of 1) was spotted in the centre of the plate and 
the plates were incubated at 30 ̊C. The distance swarmed 
by the predator (zone of predation) was measured and 
recorded for 3  days to see the predatory efficiency of 
Myxococcus on STm WT, mutants, and co-culture [25]. 
The results were analysed using one-way ANOVA by 
GraphPad Prism5.

Density of the colony
The 3-day grown colony biofilms were taken, and the 
diameter of the colony was measured. The colony was 
scrapped off carefully, washed with PBS, serial diluted, 
and plated. The density of the colony was enumerated 
by dividing the CFUmL−1 by the diameter of the colony 
biofilm. Unpaired t-test was performed for result analysis 
using GraphPad Prism5 for Windows.

Iron estimation in the matrix of the colony
For estimating the matrix associated iron [26] 3-day old 
colony biofilm was dispersed in 15  mL PBS, sonicated, 
and centrifuged at 14,000 rpm for 1 min, the supernatant 
was collected and filtered using 0.22 µ filter. Fe content in 
the samples was estimated at 238 nm using ICP-OES Agi-
lent 5110. The statistical test used for analysis is unpaired 
t-test using GraphPad Prism5.

Stability experiment
To check the role of matrix in stability, STm WT, ∆csgD, 
∆csgA, ∆bcsA, ∆csgA: ∆bcsA were allowed to form col-
ony biofilms for 3 days subsequently. 1.6 mL of PBS was 
added to the colony biofilms and incubated at the rocker 

at 75 rpm under shaking conditions for 4 h. The effect of 
mixing on the stability of the biofilms was observed and 
photographed at every hour interval.

Matrix quantification by congo red method
Congo red binding, was used for quantification of matrix 
production by STm WT, ∆csgD, ∆csgA, ∆bcsA, ∆csgA: 
∆bcsA [32, 35]. Two microliters of overnight grown cul-
tures were spotted in biological triplicates on LB-NaCl 
Agar and allowed to form biofilms for 3  days at 25  °C. 
Each colony was scraped from the plate, resuspended 
in 1  mL PBS + 40  μg/mL Congo red dye, and incubated 
at 37  °C for 1 h. Samples were centrifuged at 16,873 × g 
for 2  min, and supernatants were transferred to a clear 
96-well plate (Tarsons) for measurement of absorbance 
at 490 nm using a plate reader (Tecan infinite F50 ELISA 
Reader). PBS + 40  μg/mL Congo red was measured as 
the “no matrix” standard. Unpaired t-test was performed 
using GraphPad Prism5.

Cellulose quantification by calcofluor staining method
Cellulose production in colony biofilms was quantified 
by measuring the cellulose bound to cells [27]. STm WT, 
∆csgD, ∆csgA, ∆bcsA, ∆csgA: ∆bcsA were spotted on LB-
NaCl Agar supplemented with 2% Calcofluor white stain 
(Sigma Aldrich), incubated for 3 days at 25 °C. The colony 
biofilms formed were retrieved, mixed with 1  mL PBS, 
and centrifuged at 5000 rpm for 10 min to eliminate the 
unbound cells and Calcofluor. Cells were resuspended in 
water and transferred to a 96 well plate (Tarsons). Fluo-
rescent measurements corresponding to biofilm bound 
cellulose (excitation 360  nm, emission 460  nm) were 
made in Microplate reader (Biotek). The results were 
analysed using GraphPad Prism5 for Windows.

Exogenous cellulose supplementation assay
2 µL of ∆bcsA culture was spotted on LB- NaCl agar 
plates containing varying concentrations of cellulose 
(1  mg/mL and 3  mg/mL) [36] which was addition-
ally supplemented with 40ug/mL Congo red and 20ug/
mL Coomassie blue for phenotype characterization, the 
plates were incubated for 3  days to observe and record 
the morphological changes.

Abbreviations
STm- WT	� Salmonella enterica Serovar Typhimurium- Wild type
LB	� Luria Bertani
CR	� Congo red
RT	� Room temperature
PBS	� Phosphate buffered saline
SEM	� Scanning electron microscopy
RDAR	� Red dry and rough
SAW	� Smooth and white
PDAR	� Pink dry and rough
BDAR	� Brown dry and rough
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Additional file 1: Fig S1. a. Relative proportion of variants in a colony, 
submerged, and Pellicle biofilms. n=9, 2 way ANOVA was performed, 95% 
CI, P value < 0.05. b. RDAR( Red, dry and rough), SAW( smooth and white), 
pink dot white, red big colony, hyper swarmer, morphotypes expressed 
when plated on congo red media. Fig S2. Exogeneous Cellulose Supple-
mentation assay a. ∆bcsA + 0mg/mL, b. ∆bcsA grown in 1mg/mL cellulose, 
c. ∆bcsA grown in 3 mg/mL cellulose, d. representative image of the 
co-culture ∆csgA: ∆bcsA grown in the absence of cellulose, e. representa-
tive image of WT grown in the absence of cellulose. Fig S3. The density 
of the colony is found to be more in ΔcsgD followed by WT, ΔcsgA, ΔbcsA, 
ΔcsgA: ΔbcsA. The coculture is found to be the least dense. Unpaired t-test, 
p <0.0001, n=6. Fig S4. Stability of Biofilm Colonies. The colonies are 
tested for their stability for a time of 3 hours. WT survives and floats like a 
lotus leaf followed by ΔcsgA which did not dissolve in the liquid followed 
by ΔcsgA: ΔbcsA, ΔbcsA, ΔcsgD. Fig S5. Matrix production was estimated 
using Congo red method. ΔcsgA has more matrix production than the 
WT. The coculture ΔcsgA: ΔbcsA has relatively higher matrix production 
than the ΔbcsA mutant. Unpaired t-test, n= 3, 95% CI, p < 0.0001. Fig S6. 
Cellulose production was estimated using the calcofluor staining method 
where calcofluor selectively binds to the cellulose. ΔcsgA produces a 
higher amount of cellulose than the WT and the coculture ΔcsgA: ΔbcsA is 
producing a relatively equal amount of cellulose produced by the WT. n = 
3, Unpaired t-test, Mean + SD, p < 0.01= ***.

Acknowledgements
This work was Conceived and Overseen by late Dr. C.S. Srinandan an eminent biofilm 
biologist and it is a tribute to him. KBR, CSS, NSS acknowledge SASTRA Deemed to 
be University, Thanjavur, India for extending infrastructure support to carry out this 
work. KBR wishes to express her sincere thanks to ICMR SRF for her fellowship (RBMH/
FW/2021/29). NSS wishes to thankfully acknowledge ICMR Diarr/Adhoc/1/2022-ECD-
II for financial support for this work. We express our sincere gratitude to Dr. Samay 
Pande (IISC) for allowing us to perform the predation assay in his lab.

Authors’ contributions
This work was conceived by CSS. CSS & NSS designed the experiments. KBR 
performed the experiments. KBR wrote the manuscript. NSS edited and 
revised the manuscript.

Funding
Not applicable.

Availability of data and materials
The data presented in this study are available from the corresponding author 
upon request.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 16 March 2023   Accepted: 8 August 2023

References
	1.	 Galán JE. Salmonella Typhimurium and inflammation: a pathogen-centric 

affair. Nat Rev Microbiol. Nature Research. 2021;19:716–25.
	2.	 Flemming HC, Wingender J, Szewzyk U, Steinberg P, Rice SA, Kjelle-

berg S. Biofilms: An emergent form of bacterial life. Nat Rev Microbiol. 
2016;14:563–75 (Nature Publishing Group).

	3.	 Flemming HC, Wingender J. The biofilm matrix. Nat Rev Microbiol. 
2010;8:623–33.

	4.	 Fu Y, M’ikanatha NM, Dudley EG. Comparative Genomic Analysis of Sal-
monella enterica Serovar Typhimurium Isolates from Passerines Reveals 
Two Lineages Circulating in Europe, New Zealand, and the United States. 
Appl Environ Microbiol. 2022;88(9):e0020522.

	5.	 M McClelland, KE Sanderson, J Spieth, SW Clifton, P Latreille, L Courtney, 
S Porwollik, J Ali, M Dante, F Du, S Hou, D Layman, S Leonard, C Nguyen, 
K Scott, A Holmes, N Grewal, E Mulvaney, E Ryan, H Sun, L Florea, W 
Miller, T Stoneking, M Nhan, R Waterston, RK Wilson. Complete genome 
sequence of Salmonella enterica serovar Typhimurium LT2. Nature. 
2001;413(6858):852–6.

	6.	 Miller AL, Nicastro LK, Bessho S, Grando K, White AP, Zhang Y, et al. Nitrate 
Is an Environmental Cue in the Gut for Salmonella enterica Serovar 
Typhimurium Biofilm Dispersal through Curli Repression and Flagellum 
Activation via Cyclic-di-GMP Signaling. 2022. Available from: https://​journ​
als.​asm.​org/​journ​al/​mbio.

	7.	 Srinandan CS, Elango M, Gnanadhas DP, Chakravortty D. Infiltration of 
matrix-non-producers weakens the salmonella biofilm and impairs its 
antimicrobial tolerance and pathogenicity. Front Microbiol. 2015;6:1468.

	8.	 Latasa C, Roux A, Toledo-Arana A, Ghigo JM, Gamazo C, Penadés JR, et al. 
BapA, a large secreted protein required for biofilm formation and host 
colonization of Salmonella enterica serovar Enteritidis. Mol Microbiol. 
2005;58(5):1322–39.

	9.	 Dragoš A, Kiesewalter H, Martin M, Hsu CY, Hartmann R, Wechsler T, 
et al. Division of Labor during Biofilm Matrix Production. Curr Biol. 
2018;28(12):1903-1913.e5.

	10.	 Adcox HE, Vasicek EM, Dwivedi V, Hoang KV, Turner J, Gunn JS. Salmonella 
extracellular matrix components influence biofilm formation and gall-
bladder colonization. Infect Immun. 2016;84(11):3243–51.

	11.	 Thongsomboon W, Serra DO, Possling A, Hadjineophytou C, Hengge R, 
Cegelski † Lynette. Phosphoethanolamine cellulose: A naturally produced 
chemically modified cellulose. 2018. Available from: http://​scien​ce.​scien​
cemag.​org/.

	12.	 Hufnagel DA, Depas WH, Chapman MR. The Biology of the Escherichia 
coli Extracellular Matrix. 2015; Available from: https://​journ​als.​asm.​org/​
journ​al/​spect​rum.

	13.	 Nadell CD, Drescher K, Foster KR. Spatial structure, cooperation and com-
petition in biofilms. Nature Publishing Group. 2016; Available from: www.​
nature.​com/​nrmic​ro

	14.	 Penesyan A, Paulsen IT, Kjelleberg S, Gillings MR. Three faces of biofilms: a 
microbial lifestyle, a nascent multicellular organism, and an incubator for 
diversity. npj Biofilms and Microbiomes. Nat Res; 2021;7:80.

	15.	 Hibbing ME, Fuqua C, Parsek MR, Peterson SB. Bacterial competition: Surviv-
ing and thriving in the microbial jungle. Nat Rev Microbiol. 2010;8:15–25.

	16.	 Hung C, Zhou Y, Pinkner JS, Dodson KW, Crowley JR, Heuser J, et al. 
Escherichia coli biofilms have an organized and complex extracellular 
matrix structure. mBio. 2013;4(5):e00645-13.

	17.	 Visick KL, Quirke KP, McEwen SM. Arabinose induces pellicle formation by 
Vibrio fischeri. Appl Environ Microbiol. 2013;79(6):2069–80.

	18.	 Zogaj X, Nimtz M, Rohde M, Bokranz W, Römling U. The multicellular 
morphotypes of Salmonella typhimurium and Escherichia coli produce 
cellulose as the second component of the extracellular matrix. Mol 
Microbiol. 2001;39(6):1452–63.

	19.	 Dieltjens L, Appermans K, Lissens M, Lories B, Kim W, Van der Eycken EV, 
et al. Inhibiting bacterial cooperation is an evolutionarily robust anti-
biofilm strategy. Nat Commun. 2020;11(1):107.

	20.	 Uhlich GA, Cooke PH, Solomon EB. Analyses of the red-dry-rough 
phenotype of an Escherichia coli O157:H7 strain and its role in biofilm 
formation and resistance to antibacterial agents. Appl Environ Microbiol. 
2006;72(4):2564–72.

https://doi.org/10.1186/s12866-023-02972-0
https://doi.org/10.1186/s12866-023-02972-0
https://journals.asm.org/journal/mbio
https://journals.asm.org/journal/mbio
http://science.sciencemag.org/
http://science.sciencemag.org/
https://journals.asm.org/journal/spectrum
https://journals.asm.org/journal/spectrum
https://www.nature.com/nrmicro
https://www.nature.com/nrmicro


Page 12 of 12R. et al. BMC Microbiology          (2023) 23:230 

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

	21.	 Janssens JCA, Steenackers H, Robijns S, Gellens E, Levin J, Zhao H, et al. 
Brominated furanones inhibit biofilm formation by Salmonella enterica 
serovar Typhimurium. Appl Environ Microbiol. 2008;74(21):6639–48.

	22.	 Kary SC, Yoneda JRK, Olshefsky SC, Stewart LA, West SB, Cameron ADS. 
The Global Regulatory Cyclic AMP Receptor Protein (CRP) Controls Mul-
tifactorial Fluoroquinolone Susceptibility in Salmonella enterica Serovar 
Typhimurium. 2017; Available from: https://​doi.​org/​10.​1128/​AAC.

	23.	 Solano C, García B, Valle J, Berasain C, Ghigo JM, Gamazo C, et al. Genetic 
analysis of Salmonella enteritidis biofilm formation: Critical role of cel-
lulose. Mol Microbiol. 2002;43(3):793–808.

	24.	 Thiery S, Kaimer C. The Predation Strategy of Myxococcus xanthus. Front 
Microbiol. 2020;11:2.

	25.	 DePas WH, Syed AK, Sifuentes M, Lee JS, Warshaw D, Saggar V, et al. 
Biofilm formation protects Escherichia coli against killing by Caeno-
rhabditis elegans and Myxococcus xanthus. Appl Environ Microbiol. 
2014;80(22):7079–87.

	26.	 Qin Y, He Y, She Q, Larese-Casanova P, Li P, Chai Y. Heterogeneity in respira-
tory electron transfer and adaptive iron utilization in a bacterial biofilm. 
Nat Commun. 2019;10(1):3702.

	27.	 Paytubi S, Cansado C, Madrid C, Balsalobre C. Nutrient composition 
promotes switching between pellicle and bottom biofilm in Salmonella. 
Front Microbiol. 2017;8:2160.

	28.	 Jonas K, Tomenius H, Kader A, Normark S, Römling U, Belova LM, et al. 
Roles of curli, cellulose and BapA in Salmonella biofilm morphology 
studied by atomic force microscopy. BMC Microbiol. 2007;7:70.

	29.	 Stewart PS, Franklin MJ. Physiological heterogeneity in biofilms. Nat Rev 
Microbiol. 2008;6:199–210.

	30.	 Fux CA, Costerton JW, Stewart PS, Stoodley P. Survival strategies of infec-
tious biofilms. Trends Microbiol. 2005;13:34–40.

	31.	 Inglis DO, Skrzypek MS, Arnaud MB, Binkley J, Shah P, Wymore F, et al. 
Improved gene ontology annotation for biofilm formation, filamentous 
growth, and phenotypic switching in Candida albicans. Eukaryot Cell. 
2013;12(1):101–8.

	32.	 Beebout CJ, Eberly AR, Werby SH, Reasoner SA, Brannon JR, De S, et al. 
Respiratory Heterogeneity Shapes Biofilm Formation and Host Coloniza-
tion in Uropathogenic Escherichia coli. 2019. Available from: 10.1128/
mBio.02400-18.

	33.	 Merritt JH, Kadouri DE, O’Toole GA. Growing and Analyzing Static Bio-
films. Curr Protoc Microbiol. 2006;00(1):1B.1.1-1B.1.17 (https://​curre​ntpro​
tocols.​onlin​elibr​ary.​wiley.​com/​doi/​abs/​10.​1002/​97804​71729​259.​mc01b​
01s00).

	34.	 Gupta KR, Kasetty S, Chatterji D. Novel functions of (p)ppGpp and cyclic 
di-GMP in mycobacterial physiology revealed by phenotype microarray 
analysis of wild-type and isogenic strains of Mycobacterium smegmatis. 
Appl Environ Microbiol. 2015;81(7):2571–8.

	35.	 Okegbe C, Fields BL, Cole SJ, Beierschmitt C, Morgan CJ, Price-Whelan 
A, et al. Electron-shuttling antibiotics structure bacterial communities 
by modulating cellular levels of c-di-GMP. Proc Natl Acad Sci U S A. 
2017;114(26):E5236–45.

	36.	 Choong FX, Bäck M, Fahlén S, Johansson LBG, Melican K, Rhen M, et al. 
Real-Time optotracing of curli and cellulose in live Salmonella biofilms 
using luminescent oligothiophenes. NPJ Biofilms Microbiomes. 2016;23:2.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1128/AAC
https://currentprotocols.onlinelibrary.wiley.com/doi/abs/10.1002/9780471729259.mc01b01s00
https://currentprotocols.onlinelibrary.wiley.com/doi/abs/10.1002/9780471729259.mc01b01s00
https://currentprotocols.onlinelibrary.wiley.com/doi/abs/10.1002/9780471729259.mc01b01s00

	“Sharing the matrix” – a cooperative strategy for survival in Salmonella enterica serovar Typhimurium
	Abstract 
	Background 
	Results 
	Conclusion 

	Introduction
	Results
	Frequency of the subtypes
	Pellicle biofilm, submerged, and colony biofilm

	Crystal violet assay
	Morphology changes devoid of matrix
	Antibiotic stress exposure
	Chlorine stress experiment
	Myxococcus invasion assay
	Density of the colony
	Iron estimation in the matrix of the colony
	Stability experiment
	Matrix estimation by congo red depletion assay
	Cellulose estimation by calcofluor staining method

	Discussion
	Conclusion
	Materials and methods
	Bacterial strains and culture conditions
	Pellicle biofilm, submerged, and colony biofilm
	Crystal violet assay
	Morphology changes devoid of matrix
	Scanning electron microscopy
	Antibiotic and chlorine stress exposure
	Myxococcus invasion assay
	Density of the colony
	Iron estimation in the matrix of the colony
	Stability experiment
	Matrix quantification by congo red method
	Cellulose quantification by calcofluor staining method
	Exogenous cellulose supplementation assay

	Anchor 36
	Acknowledgements
	References


