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Abstract
Bacterial biofilms are usually assumed to originate from individual cells deposited on a surface. However, many biofilm-forming bacteria tend to aggregate in the planktonic phase so
that it is possible that many natural and infectious biofilms originate wholly or partially from
pre-formed cell aggregates. Here, we use agent-based computer simulations to investigate
the role of pre-formed aggregates in biofilm development. Focusing on the initial shape the
aggregate forms on the surface, we find that the degree of spreading of an aggregate on a
surface can play an important role in determining its eventual fate during biofilm development. Specifically, initially spread aggregates perform better when competition with surrounding unaggregated bacterial cells is low, while initially rounded aggregates perform
better when competition with surrounding unaggregated cells is high. These contrasting
outcomes are governed by a trade-off between aggregate surface area and height. Our
results provide new insight into biofilm formation and development, and reveal new factors
that may be at play in the social evolution of biofilm communities.
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Introduction
Surface-attached communities known as biofilms are believed to be the predominant mode of
existence for bacteria in many environmental settings [1]. Understanding how biofilms establish and grow is also clinically important given their ubiquity in medical implant infections [2],
chronic wounds [3], and in the respiratory tracts of cystic fibrosis patients [4]. In the clinical
context, biofilm communities often show enhanced virulence [5], resistance to antibiotics [6],
and resistance to the host immune system [7]. These features may be associated with the spatial
structure of the biofilm, which not only affects material transport, e.g., penetration of
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nutrients/antibiotics, but is also associated with differences in metabolism and gene expression
among cells within the community [8, 9].
In the canonical picture of biofilm development, individual cells land on a surface, attach
and proliferate to form first micro-colonies and later 3-dimensional structures [10]. However,
bacteria are also known to form dense aggregated clumps when they are grown in liquid
(planktonic phase) [11–13]. Moreover, cells often disperse from existing biofilms as clumps of
aggregated cells. Thus it is very likely that when a biofilm forms, some cells may arrive on the
surface already in an aggregated state. In support of this view, evidence exists for the seeding of
infections by pathogenic bacteria already in an aggregated state [14, 15], and bacterial aggregates are abundant in cystic fibrosis [4, 5] and tuberculosis [16] infections.
Having arrived on the surface, e.g., a plant leaf [17], a surgical implant [2] or an industrial
component [18], it is to be expected that cells within a bacterial aggregate will have to compete
during biofilm development, both with other aggregates and with initially non-aggregated
cells, to which they may or may not be genetically related.
We take a first step towards understanding the role of pre-formed aggregates in biofilm
development by investigating this competitive process, using agent-based simulations. Such
simulations, in which the spatial structure of a biofilm emerges from local interactions between
individual cells, have become a staple tool for investigating biofilm structure and dynamics
[19–21], as well as social evolutionary aspects of biofilm development [22, 23]. Using this
approach, we determine how a pre-existing aggregate of bacteria impacts the spatial structure
of a biofilm, both in the presence and absence of competing unaggregated bacterial cells.
Our main focus here is on the role of the initial shape of the aggregate. It is well known that
bacterial interactions with a surface depend on features such as extra-cellular polymeric substances (EPS), presence of cell surface appendages (such as pili), and cell surface charge, which
are species- and strain-dependent [24]. Moreover, soft-matter science has established that the
nature of material-surface interactions can drastically affect the shape of fluid or semi-fluid
droplets on surfaces [25]. It is therefore reasonable to suppose that in some circumstances, bacterial aggregates will spread out in contact with a surface, while in other scenarios, aggregates
will adopt a more compact configuration. Here we investigate the biological consequences of
aggregate shape in the seeding of biofilm growth.
Simulating the development of biofilms initiated from initially spread or rounded aggregates, we find that the initial configuration of a bacterial aggregate on a surface is crucial in
determining its eventual fate within the biofilm. In the absence of competitor cells on the surface, aggregates that maximise the extent to which they initially spread on the surface perform
better than rounded ones because their initial access to nutrients (in the surrounding media) is
greater. However when faced with strong competition from neighbouring unaggregated cells,
initially rounded aggregates perform better over long durations, despite the fact that the
rounded aggregate shape has a smaller surface area and hence a reduced exposure to nutrients.
Importantly, we show that in an initially rounded aggregate, cells at the top of the aggregate
proliferate at the expense of cells in the aggregate centre. This has interesting possible consequences for social evolution given that cooperation within clumps of aggregated cells has been
suggested to be a stepping stone in the evolution of multicellularity [26, 27].
Our study highlights the effects of nutrient gradients and bacterial aggregate shape on longterm biofilm development. Our work reveals that these factors alone can produce a trade-off
between nutrient access and competition, with the balance between these factors depending
sensitively on aggregate shape. While the link between biofilm spatial structure and nutrient
access has been highlighted in many other studies [8, 23, 28–30], our work is the first to focus
on the role of pre-formed aggregates in this context. Our study should help to decipher the role
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of pre-formed aggregates in biofilm infections. More generally, our findings emphasise the
need to consider pre-formed aggregates in our current understanding of biofilm development.

Methods
In this study, we used agent-based computer simulations to model the growth of a biofilm on a
surface, starting from initial configurations of bacterial cells like those shown in Fig 1. In our
simulations, an initial aggregate of cells (shown in green in Fig 1), adopting a particular shape,
seeds an inert surface, and may compete with surrounding unaggregated cells (red in Fig 1).
Note that the red and green bacterial cells differ only in the manner in which they are initially
arranged on the surface. At the start of our simulations, the “red” bacteria were placed at random locations uniformly distributed across those parts of the surface not occupied by the
aggregate (see Sections A-E in S1 File). To vary the extent of competition between the aggregated and unaggregated cells, we varied the initial cell density (number of cells per unit length
of surface) of the unaggregated “red” cells (see Sections A-E in S1 File). As a control, we also
ran simulations in which the aggregate grew in the absence of the unaggregated cells.
The focus of this work is on the shape of the initial cell aggregate. Fig 1 illustrates three different scenarios, in which the cell aggregate adopts a compact rounded shape (top), spreads out
on the surface (bottom), or adopts an intermediate shape (middle). In each scenario, the
dimensions of the aggregate are adjusted so that the number of cells within the aggregate
remains the same (see Sections A and B in S1 File).

Aggregate shape characteristation
To characterise quantitatively the aggregate shapes in the different scenarios shown in Fig 1,
we defined the “aggregate-surface angle” θ, which is the angle that the initial aggregate makes

Fig 1. Our simulation set-up. Schematic representation of bacterial aggregates (green) which are initially spread on a surface to varying extents. The
schematic also shows surrounding, competing, unaggregated cells (red). θ is the angle where the aggregate-medium (nutrient) interface meets the solid
surface (see Section A in S1 File). Aggregates were generated from pre-formed biofilms by extracting cells whose coordinates lay within circular geometries
(defined by θ) of varying size (see Section A in S1 File). Top- Rounded aggregate, θ = 180°; Middle- Semi-spread aggregate, θ = 90°; Bottom- Spread
aggregate with θ = 5°. Note that the size of the aggregates (in terms of number of bacteria) is approximately equal.
doi:10.1371/journal.pone.0149683.g001
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with the flat surface. A small value of θ (θ ! 0°) describes an initial aggregate configuration
that is spread on the surface, whereas a large value of θ (θ ! 180°) describes an aggregate that
is rounded. Given that the total number of cells in the initial aggregate is fixed, θ also encapsulates an interplay between the initial surface coverage of the aggregate and its initial height;
with increasing θ, the surface coverage decreases whereas height increases. In soft matter science, an analogous parameter is often used to describe wetting interactions between liquid
droplets and surfaces [25]. A similar approach has recently been applied to the surface-spreading behaviour of eukaryotic cell aggregates [31]. From a phenotypic perspective, θ is related to
the nature of the interactions between cells in the aggregate and between cells and the surface,
and thus could be tunable by biological regulatory processes, or by evolution.
As θ ! 0° the aggregate is no longer defined (since it would become an infinitely thin line
along the surface) thus it is impossible to reach a value of θ = 0. Therefore to explore the effect
of the initial aggregate configuration on the surface, we performed simulations for a range of θ
values between 5° (spread) and 180° (rounded).
The aggregate configurations that we used to initiate our simulations were generated by
“transplantation” of circular segments from simulation snapshots of pre-grown biofilms (see
Sections A and B in S1 File). This procedure proved preferable to other initialisation methods
as it ensures no overlap between individual bacteria and enables the generation of different
aggregate shapes of the same number density (*100 cells per unit area). By varying the radius
of the circular segment we were able to ensure that each aggregate contained *100 cells that
were initially spread on the surface to different extents. To ensure statistical accuracy, four different configurations were generated for each aggregate shape (see Section E in S1 File), defined
by its value of θ, and for each of these configurations, five simulations were performed using
different seeds for the random number generator that governs any stochasticity within the simulations [32]. Changing the random number seed affects, amongst other things, the order in
which individual bacteria grow and divide, and also changes the locations of the unaggregated
cells on the surface surrounding the aggregate. A total of twenty simulations were therefore
performed for each value of θ, enabling us to sample both variation in the configuration and
the ordering of cell updates (Section E in S1 File).
In common with many other biofilm simulation studies [19, 22, 23, 33], our simulations
were performed in two dimensions for the purposes of computational efficiency. We have verified, however, that our key findings are reproduced when we use 3D simulations (see Sections
C and J in S1 File).

Simulation implementation
We used the agent-based microbial simulation package iDynoMiCs [32] to model biofilm
growth, starting from configurations such as those shown in Fig 2. In these simulations, individual bacterial cells are represented as spherical agents, which grow and proliferate conditional on the local nutrient concentration, and “shove” each other apart to relieve local stresses
within the biofilm. The order in which cells are selected to grow and divide is random and uniform during each global time-step of the simulation, as is the direction of cell division, i.e.,
upon division a random orientation vector, defined by an angle selected from a uniform distribution, is used to position the daughter cell away from the mother cell. A “shoving” algorithm
then corrects for any overlap that results with other cells. In our simulations, the initial distribution of surrounding competitor cells on the surface is also random and uniform. For more
information on the stochastic aspects of iDynoMiCs, we refer the reader to [32]. The simulations use a spatial grid to track the local nutrient concentration field. Nutrient is assumed to
diffuse towards the biofilm from above, with the concentration being fixed to a bulk value in a
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Fig 2. Initial aggregate arrangement affects biofilm morphology. Simulation snapshots of three bacterial aggregates initially arranged on the surface and
the biofilms they form after 480 h: (a) Spread, 0 h. A zoomed in image is also shown to make the shape of the aggregate easier to resolve; (b) Semi-spread, 0
h; (c) Rounded, 0 h; (d) Spread, 480 h; (e) Semi-spread, 480 h; (f) Rounded, 480 h.
doi:10.1371/journal.pone.0149683.g002

layer far from the biofilm. Within the biofilm itself, nutrient diffusion is hindered relative to
the region outside the biofilm. Nutrient consumption by the bacterial cells leads to local gradients, which can have a strong impact on the structural features of the growing biofilm [8, 23,
28–30]. Periodic boundary conditions are imposed on both the nutrient concentration field
and the particle coordinates in the horizontal direction.
From a mathematical perspective, nutrient is represented as a concentration field, the
dynamics of which are governed by the reaction-diffusion equation
@SðxÞ
¼ r  ðDS ðxÞ  rSðxÞÞ þ rS ðxÞ;
@t

ð1Þ

where S(x) is the space (x)-dependent nutrient concentration, DS(x) is the diffusion coefﬁcient
of the nutrient, and rS(x) is the consumption rate of the nutrient by the bacteria. The rate of
nutrient consumption, rS(x), is related to the growth rate of the bacteria, dX/dt, via
rS ðxÞ ¼

dS
1 dX
¼
;
dt
Yx=s dt

ð2Þ

where X(x) is the local biomass density, and Yx/s is a yield coefﬁcient that describes the amount
of nutrient required to produce one unit of biomass X.
The growth rate of each cell is governed by the well-known Monod function
dX
S
X;
¼ mmax
dt
kS þ S

ð3Þ

where μmax is the maximum speciﬁc growth rate of the bacteria, and kS is the concentration of
nutrient, S, at which the growth rate is half maximal. The growth parameters used in our simulations were taken from empirical and simulation studies on Pseudomonas aeruginosa,
assuming glucose to be the rate-limiting nutrient (see Table 1). Note that the growth rate
parameters YX/N, μmax, and kS are the same for both the aggregate cells and the competitor
cells (see Table 1).
From a practical point of view, in iDynoMiCs the nutrient concentration fields are assumed
to be in pseudo steady-state with respect to biomass growth and therefore the time dependence
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Table 1. Input parameters for biofilm simulations.
Symbol

Description

Value

Notes/ref
−3

Sbulk

Bulk concentration of limiting nutrient

5.4 × 10

Yx/s

Yield coefﬁcient for Monod equation (Eq 3)

0.44

μmax

Maximum speciﬁc growth rate

0.35 h−1

−1

gL

Within range of values from [32–34]
Within range of values from [33, 35, 36]

−3

Within range of values from [35, 37–39]

ks

Half saturation concentration of nutrient

3 × 10

Within range of values from [20, 21, 32, 35–38, 40]

γ

Density of biomass

200 g L−1

[20, 33, 35]

D

Diffusivity of glucose in water

5.8−5 m2 day−1

[41]

Lx

Dimension of system in horizontal direction

1032 μm

Ensures aggregates do not interact periodically

Ly

Dimension of system in vertical direction

1032 μm

Corresponds to the horizontal length

Ldbl

Thickness of diffusion boundary layer

80 μm

Within range of values from [20, 21, 42]

doi:10.1371/journal.pone.0149683.t001

is removed from Eq 1
0 ¼ r  ðDS ðxÞ  rSðxÞÞ þ rS ðxÞ:

ð4Þ

This equation is solved numerically for every global update of the bacterial population. In
our simulations, we used a bulk nutrient concentration of 5.4 × 10−3 g L−1 (see Section F in S1
File) comparable with previous work [32–34]. Each of our simulations was run for a total time
of 480 h, in order to explore the long-term growth dynamics (see Results and Section G in S1
File). Our complete parameter set is listed in Table 1. Using the parameters in Table 1, our simulations produce spatially structured biofilms 200–300 μm in height after a simulation time of
480 h (see Section F in S1 File).

Results
Initial aggregate shape determines growth dynamics
To assess the growth dynamics of pre-formed aggregates in a biofilm, we tracked the number
of progeny cells, N, produced by aggregates of different shape (Fig 3). We first investigated
three different aggregate shapes, characterised by the angle θ (See Methods). The three angles,
θ = 5°, 90°, 180°, describe pre-formed aggregates that are initially arranged on the surface in
either a spread, intermediately spread, or rounded manner. To investigate the effect of the surrounding unaggregated competitor cells (red cells in Fig 1), we varied the density, ρ, of these
cells between two extreme regimes of competition reported in this study: ρ = 0 cell μm−1, no
competition; and ρ = 0.5 cell μm−1, high competition.
Fig 3 shows that the final population of cells originating from the aggregate depends on
both the presence of competition with surrounding cells on the surface and the initial shape of
the aggregate (two way ANOVA with replication; competition, degrees of freedom (df) = 1,
P < 0.001; shape, df = 2, P < 0.001; interaction, df = 2, P < 0.001). Not surprisingly, aggregates
grow better in the absence of surrounding cells on the surface regardless of their initial shape,
i.e., for ρ = 0 cell μm−1. In this “non-competitive regime”, the initially spread aggregate produces more progeny than the more rounded aggregate (unpaired two tailed T-test assuming
unequal variances, df = 22, P < 0.001). This is evident in Fig 2, which shows representative initial aggregate configurations and the structures of the biofilms which they form after 480
hours.
Competition from unaggregated competitor cells on the surfaces leads to more complex
behaviour. Fig 3 shows that, in the presence of strong competition, the spread aggregate produces more progeny over short times than the rounded aggregate. However, over longer times,

PLOS ONE | DOI:10.1371/journal.pone.0149683 March 2, 2016

6 / 18

Shaping the Growth Behaviour of Biofilms Initiated from Bacterial Aggregates

Fig 3. Aggregate shape governs growth dynamics. Growth of the spread (θ = 5o), semi-spread (θ = 90°),
and rounded aggregate (θ = 180°) populations over the course of our simulations in the absence (ρ = 0 cell
μm−1) and presence (ρ = 0.5 cell μm−1) of competition. For clarity the error bars, representing the standard
deviations, are only shown for the final data points. The standard deviations at these points are maximal.
doi:10.1371/journal.pone.0149683.g003

the size of the population arising from the rounded aggregate is larger (unpaired two tailed Ttest assuming unequal variances, df = 24, P < 0.001). Thus the advantage of the rounded aggregate only becomes important at longer times (see Section G in S1 File). For an aggregate in the
presence of competing non-aggregating cells, Fig 3 points to two strategies for maximising
progeny. For long-lived biofilms, progeny can be maximised by the aggregate adopting a
rounded configuration (see also Section G in S1 File), whereas if the biofilm is short-lived then
it may instead be optimal for the aggregate to spread on the surface.

Initial aggregate shape affects long-term biofilm structure
In our simulations the initial shape of the aggregate influences the long-term structure of the
biofilm. Fig 2 shows typical biofilm structures formed after 480 h of growth, starting from
aggregates that were initially spread on the surface (θ = 5°, left), rounded (θ = 180°, right) or
partially spread (θ = 90°, centre), in the absence of competition from surrounding cells. It is
clear that the spread aggregate covers much more of the surface during growth than its more
rounded counterparts.
In the presence of competition (Fig 4), we observe a marked difference in the structure of
the biofilms that originate from spread aggregates (left panels) and from rounded aggregates
(right panels). For the spread aggregate (a and c), the green section of biofilm that originates
from the aggregate is structurally indistinguishable to that of the surrounding red biofilm that
originated from the competing, unaggregated cells. In contrast, for the rounded aggregate (b
and d), cells originating from the aggregate form a distinct “clump”, which is taller than the
surrounding biofilm. When the density of competing (red) cells is high (Fig 4(d)), there is a
cell-free gap around the growing clump that appears to be a result of nutrient depletion.
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Fig 4. Aggregate shape and neighbouring strain density affect biofilm morphology. Simulation
snapshots of biofilms seeded from spread and rounded aggregates after 480 h growth in the presence of a
low and high density inoculum of the competing strain: (a) θ = 5°, ρ = 0.01 cell μm−1; (b) θ = 180°, ρ = 0.01 cell
μm−1; (c) θ = 5°, ρ = 0.5 cell μm−1; (d) θ = 180°, ρ = 0.5 cell μm−1.
doi:10.1371/journal.pone.0149683.g004

It is clear from the biofilm structures shown in Figs 2 and 4 that, even at very long times, the
spatial structure of a biofilm can be affected by the initial spatial configuration of its founder
cells (see also Section F in S1 File). While it might seem remarkable that apparently small
changes in initial configuration can have dramatic effects on biofilm structure even after many
cell generations, this effect is in fact well known in a different context. For initially flat biofilms,
Dockery and Klapper showed theoretically that small inhomogeneities in initial configuration
may be magnified into large “fingers” over the course of biofilm development [30]. This phenomenon is shown as a fingering instability and arises from the fact that an emerging protrusion (or finger) is elevated above, and thus depletes nutrients from the surrounding biofilm.
This leads to positive feedback, in which the enhanced growth of the cells at the top of the
instability is to the detriment of the surrounding cells below [43].
While Dockery and Klapper assumed that structural inhomogeneities would arise spontaneously during biofilm growth, in our simulations such inhomogeneities are effectively created
by the presence of the initial aggregates. The introduction of the rounded aggregate amongst
the lawn of unaggregated cells on the surface at high competition leads to an instability in the
biofilm structure that propagates as the biofilm develops.

Nutrient gradients are important determinants of aggregate fate
It is well known that growth rate heterogeneities, resulting from nutrient concentration gradients, emerge during biofilm growth [44]. With this in mind, we tracked the growth rates of
individual cells as a function of their position within the growing biofilm. Even in the very
early stages of biofilm growth, we see heterogeneity in growth rates which emerge from (and
influence) spatial gradients in nutrient concentration. Fig 5 illustrates this for a semi-spread
aggregate (θ = 90°), after 4 h of growth, in the absence of competition. As expected, the cell
growth rate is highly heterogeneous across the biofilm, Fig 5(a), with cells on the outside growing faster than those on the inside because they have better access to nutrients (Fig 5(b)).
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Fig 5. Cells on the outside of the aggregates grow faster because they have greater access to
nutrients. (a) Cell growth rate (μ) distribution of the biofilm formed from the semi-spread aggregate in the
absence of competition after 4h. (b) Corresponding nutrient concentration field, [S].
doi:10.1371/journal.pone.0149683.g005

The growth rate heterogeneities shown in Fig 5(a) are amplified in the later stages of biofilm growth. Fig 6 shows the spatial distribution of cell growth rates for biofilms arising from
spread and rounded aggregates after 480 h, in the presence and absence of competitor cells,
for the same simulations as shown in Figs 2 and 4. In all cases we observe, as in previous work
[45], two distinct regions of growth activity within the developing biofilms: an outer layer of
metabolically active cells and an interior region of inactive cells. These distinct regions arise
because consumption by cells in the outer layer deprives cells in the inner layer of nutrients
[45]. We also observe a large gradient in individual cell growth rate within the growing layer
itself (note the logarithmic scale in Fig 6). The dynamics of the metabolically active layer
determine the overall growth behaviour and structure of the biofilm. In Section I of S1 File we
show that the active layer of the rounded aggregate, unlike the spread aggregate, continues to
expand in the presence of competition; explaining why its total population becomes larger
than that of the spread at longer times in Fig 3, and why its structures tend to fan outwards at
the top (Fig 6(f)).
Although it is well documented that nutrient gradients arising during biofilm growth play an
essential role in biofilm formation [8, 23, 29], so far few studies have investigated the effect of
pre-formed bacterial clumps in this process; in particular how the initial arrangement of cells
within a clump affects biofilm structure and development. Figs 5 and 6 show that the initial
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Fig 6. Gradients in individual cell growth rates emerge in our simulated biofilms during growth. Cell growth rate distributions for the spread and
rounded aggregates after 480 h of growth: (a) θ = 5°, ρ = 0.0 cell μm−1; (b) θ = 5°, ρ = 0.01 cell μm−1; (c) θ = 5°, ρ = 0.5 cell μm−1; (d) θ = 180°, ρ = 0.0 cell
μm−1; (e) θ = 180°, ρ = 0.01 cell μm−1; (f) θ = 180°, ρ = 0.5 cell μm−1. These distributions correspond to the configurations in Figs 2 and 4. Note that the
gradient in cell growth rate is so large that a log scale is used for visualisation purposes. The green dashed lines represents an approximate boundary
between the aggregate cells and the surrounding competing strain.
doi:10.1371/journal.pone.0149683.g006

arrangement of cells on the surface can determine the shape and structure of a growing biofilm
because small initial differences in nutrient gradients become amplified as the biofilm develops.

Competition for nutrient favours rounded aggregates
Next we investigated how the fate of an aggregate, as measured by the average number of progeny of one of its cells, varies with aggregate shape. To this end, we computed the number of
progeny cells, N, arising from the aggregate after a period of biofilm growth, relative to the initial number of cells in the aggregate, N0, for a range of aggregate shapes, determined by θ, at
varying levels of competition. For this analysis, we carried out long simulations (480 h of biofilm development), so that the ratio N/N0 reflects the long-time fate of the progeny of cells
within the aggregate (see Section G of S1 File). Fig 7(b) shows N/N0 plotted as a function of the
aggregate-surface angle, θ, in the absence of competition from surrounding unaggregated cells.
It is clear that the spread aggregate produces more progeny on average than the rounded one
(unpaired two tailed T-test assuming unequal variances, df = 38, P < 0.001).
In the previous section we saw that cells on the outside of the aggregate have more access to
nutrients even in the very early stages of biofilm growth. Thus, we might hypothesise that the
growth advantage of the spread aggregate, in the absence of competition, is related to its larger
surface area. Indeed, Fig 7(a) shows that N/N0 correlates closely with the interfacial area (or arc
length) of the initial aggregate, s(θ). We therefore conclude that the spread aggregate produces
more progeny than the rounded one because the former has a greater surface area with the surrounding medium, providing greater exposure to nutrient in the initial stages of growth. The
difference in initial structure between the spread and rounded aggregates therefore translates
into significant differences in cell fate, even after many generations of biofilm growth.
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Fig 7. Success of aggregates depends on shape and competition. (a) aggregate-medium interface
length, s, as a function of θ. (b-d) Average number of progeny, N/N0, of aggregates defined by their surfaceaggregate angle θ, the functional from of which changes with increasing density of competitor cells: (b) ρ = 0
μm cell−1; (c) ρ = 0.145 μm cell−1; (d) ρ = 0.5 μm cell−1. Vertical bars represent the standard deviation from 20
data points.
doi:10.1371/journal.pone.0149683.g007

As the density of competition of unaggregated cells on the surface increases, however, a very
different scenario emerges. Fig 7(c) and 7(d) show that cells in the rounded aggregate (large θ)
produce more progeny, on average, than those in the spread aggregate (unpaired two tailed Ttest assuming unequal variances, (c) df = 35, P = 0.003; (d) df = 29, P < 0.001). This is more
evident in Fig 8, which shows N/N0 for the spread and rounded aggregates as a function of the
density of competitor cells. In Section H of S1 File we test how this effect depends on the nutrient concentration. Repeating our simulations for higher concentration of nutrient, we find
that, for high competition, the rounded aggregate remains more successful than the spread
aggregate. However, in the absence of competition there is no significant difference in outcome
between spread and rounded aggregates at high nutrient concentration.
Why does competition from surrounding unaggregated cells favour rounded over spread
aggregates? Close inspection of Fig 7 shows that, while the number of progeny produced by the
spread aggregate decreases with increasing competition from surrounding cells (panels (c), and
(d)), the number of progeny produced by the rounded aggregate remains rather constant. This
finding can be understood by investigating how the fate of an individual cell within an aggregate depends on its initial spatial location. To this end, we tracked the number of progeny of
each individual founder bacterium, as a function of its initial position within an aggregate. This
constitutes a local, spatially-resolved version of the “fitness measure” N/N0. Averaging our
results over 20 repeated simulations allowed us to generate a map showing the average number
of progeny produced by individual cells within an aggregate, for initially spread and rounded
aggregates, Fig 9.
Fig 9 shows that the initial position within an aggregate indeed has a strong effect on cell
fate. In the absence of competition from surrounding unaggregated cells, the most successful
cells in the spread aggregate are those at the horizontal extreme edges; in the interior region of
the aggregate, cell fate is more uniform (Fig 9(a)). It seems likely that in this case, cells at the
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Fig 8. Rounded aggregate is relatively more successful with increased competition. Relative fitness as
measured by N/N0 of rounded aggregates increases with competition. Rounded aggregates become
favourable relative to spread aggregates with increasing density of competitor cells. P values and degrees of
freedom computed from unpaired two tailed T-test assuming unequal variances.
doi:10.1371/journal.pone.0149683.g008

Fig 9. Distribution of fittest cells from the initial aggregate varies with aggregate shape. 2D histograms
representing the number of progeny, N, produced (480 h) by individual bacteria as a function of their initial
location in the spread and rounded aggregates in the absence and presence of competition: (a) θ = 5°, ρ = 0.0
cell μm−1; (b) θ = 180°, ρ = 0.0 cell μm−1; (c) θ = 5°, ρ = 0.5 cell μm−1; (d) θ = 180°, ρ = 0.5 cell μm−1. Note that
these distributions were averaged over 20 trajectories for each aggregate. Note that the gradient in the
number of progeny is so large that a log scale is used for visualisation purposes.
doi:10.1371/journal.pone.0149683.g009
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horizontal edges have an advantage because their progeny can expand in the horizontal direction, whereas the progeny of cells in the interior of the aggregate must compete with their
neighbours within the aggregate for nutrients and space. The proliferation of the cells at the
edges of the aggregate drives the lateral expansion of the growing biofilm which we observe in
Fig 2(a) and 2(d). In contrast, for the rounded aggregate (Fig 9(b)), cell fate is overall more heterogeneous within the aggregate, with the most successful cells being located around the outside surface of the aggregate. For the rounded aggregate, it appears that height is a relevant
factor as well as the proximity to the aggregate surface.
Fig 9(c) shows that, in the presence of competition, cells at the horizontal edges of the
spread aggregate actually do less well than those in the centre. The decreased fitness of these
cells explains the inhibited lateral expansion observed in Fig 4(a) and 4(c). For the rounded
aggregate, the most successful cells in the absence of competition are those at the top of the
aggregate. In the presence of competition (Fig 9(d)), these cells, which are now highly localised
at the top, are elevated above the level of the competitor cells and therefore are little affected by
the increased competition for nutrients. The “fitness” cost associated with its smaller surface
interface is compensated in the presence of competition by its height, since its top cells remain
unchallenged by competitors with respect to nutrient access.

Discussion
Given the tendency of many bacteria to aggregate, and the frequent observation of aggregates
in diverse environmental situations [5, 46, 47], it seems likely that natural biofilms are often
initiated from pre-formed aggregates. Despite this, the role of pre-formed aggregates in biofilm
development has, to our knowledge, not yet been addressed. In this paper, we have investigated
the fate of pre-aggregated cells during biofilm formation, using individual-based simulations.
Our study shows that an initial aggregate can have a significant and long-lasting effect on biofilm spatial structure, even after many generations of cell growth. Focusing on the role of aggregate shape, we find that, in the absence of competition for nutrients from surrounding cells, an
aggregate that is initially spread on the surface is favoured over one that is initially rounded
even over long periods of biofilm development. This is likely to be because the spread aggregate
has initially a larger surface over which it can absorb nutrients, giving it an initial growth
advantage that is then maintained as the biofilm grows.
Strikingly though, our results change qualitatively in the presence of competition from surrounding, unaggregated cells. When this competition is strong, although the spread aggregates
still grow faster in the early stages of biofilm development, rounded aggregates become more
successful (produce more progeny) as the biofilm develops over longer times. This effect
appears to arise from a trade-off between height (as nutrients diffuse from above) and exposed
surface area. In the absence of competition, surface area is more important than height, and the
spread aggregate is favoured. However, in the presence of competition, height becomes more
important, since cells at the top of the aggregate can avoid competing for nutrients with the
surrounding competitors. Since the rounded aggregate is taller than the spread aggregate, it
gains a “fitness” advantage under conditions of strong competition that is only realised after
long times.
Bacterial biofilm formation is a complex phenomenon which involves a plethora of biological mechanisms including cell motility [48], EPS production [49, 50], metabolic and other phenotypic differentiation [9, 47, 51], and cell-cell interactions such as quorum sensing [52–54]. In
our simulations, almost all of this biological complexity has been neglected; our model takes
account only of nutrient gradients established by cell consumption, nutrient-dependent
growth, and competition among cells for space. Nevertheless this simplistic approach produces
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biologically interesting, and potentially testable, predictions. In particular our simulations predict that being initially spread on a surface is a better strategy for a bacterial aggregate in the
absence, but not in the presence, of competition. Understanding how further biological complexity might affect this picture would be a very interesting topic for further work. Another avenue worth investigating would be the effects of biofilm erosion and the subsequent detachment
of cells. Here, our simulations have not included the effects of fluid flow, which among other
effects, may flatten the biofilm by detaching protruding cells or clumps. In such cases, the initial height advantage of the rounded aggregate might be detrimental as its progeny cells are
more likely to sloughed from the biofilm first. If however, it is desirable to colonise new surfaces, for instance downstream, then being sloughed off quickly might be beneficial. In reality,
the effect of fluid flow on aggregated phenotypes within biofilms is much more complex
because the cells within such aggregates may be more resistance to sloughing due to a high
degree of cohesive interactions between the cells.
How might aggregates of different shape arise in nature? It is well known that bacterial
interactions with surfaces can vary greatly depending both on the physical and chemical properties of the surface [55–57], and on bacterial phenotypes such as EPS production and the presence of surface appendages. It is therefore very likely that aggregates formed from bacteria of
different taxa or strains, landing on different surfaces, might adopt different configurations.
For example, certain bacteria produce surfactant which can alter the morphology of a developing biofilm and allow them to expand over surfaces more efficiently [58, 59]. Our work suggests
that such spreading phenotypes might be selected for in environments where there is little
competition for resources, whereas a more compact clumping phenotype would have a selective advantage in an environment where competition for resources is high. In high competition
environments, manifestation of this clumping phenotype would no doubt involve the production of cohesive polymers such as extracellular DNA, proteins, and polysaccharides.
Our work has been inspired by the observation that bacterial aggregates often form in the
planktonic phase [11–13]. Aggregates are known also to form via the detachment of bacterial
clumps from a mother biofilm [15, 60, 61]; should such aggregates land on a pristine surface,
similar phenomena to those discussed here would be expected to arise. Moreover, our results
could also be relevant to aggregates that form on the surface itself. In the classical picture of P.
aeruginosa biofilm development, individual cells land on a surface, upon which they migrate
and proliferate to form small aggregates (i.e. microcolonies). Surface-induced motility mechanisms [62, 63] such as twitching [64], crawling [65] and walking [66] have been implicated in
this process. Once formed, such small aggregates would compete with surrounding cells for
nutrients in much the same way as the pre-formed aggregates that we have investigated in this
paper.
This study has focused on a single pre-formed aggregate seeding the surface and competing
with initially unaggregated cells during biofilm formation. To further understand biofilms in
nature, this work should be extended to investigate competition between multiple aggregates
arranged on the surface, and competition between aggregates and mixed strains of bacteria, i.e.,
strains with different growth rates.
Recently cooperation within clumps of aggregated cells has been suggested to be a stepping
stone in the evolution of multicellularity [26, 27]. Our study thus also hints that interesting
social interactions might arise between cells within an aggregate. For all aggregate shapes, we
observe heterogeneity in fitness among cells within the aggregate. This is particularly pronounced for the rounded aggregate, where cells at the top are strongly favoured while those in
the centre of the aggregate hardly proliferate. Based on arguments recently put forward by
West and Biernaskie [26, 27], one might predict that rounded aggregates would be favourable
under conditions where cells within the aggregate are closely related, whereas spread
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aggregates, in which fitness differences between cells are less pronounced, might form where
cells are less closely related. This leads to interesting further questions, e.g., when a rounded
aggregate initiates biofilm growth, do the majority of cells in the aggregate “sacrifice” their
future progeny in favour of their kin at the top? This idea supports previous suggestions that
height plays a crucial role in competition within biofilms [33]. While previous work pointed to
EPS production as a means to push progeny cells above the surrounding competitors [33, 67],
our work shows that aggregate formation also provides a means to this end. Such a picture
raises new questions about the evolutionary implications of bacterial aggregation.

Supporting Information
S1 File.
(PDF)

Acknowledgments
GM would like to thank Diarmuid Lloyd and Bartek Waclaw for helpful discussions, and Jan
Ulrich Kreft, Robert Clegg, and Kieran Alden for technical advice throughout the duration of
this study. All authors wish to thank The Human Frontiers Science Program for financial support under Grant Number RGY 0081/2012. In addition GM and RA would also like to thank
the EPSRC EP/J007404. Also, KK and TB were supported by the Lundbeck Foundation. KK
was supported by Oticon Fonden and Knud Højgaards Fond. RJA was supported by a Royal
Society University Research Fellowship.
The funders had no role in study design, data collection and analysis, decision to publish, or
preparation of the manuscript.

Author Contributions
Conceived and designed the experiments: GM RA TB VG SD KK JH YI AR. Performed the
experiments: GM. Analyzed the data: GM RA. Wrote the paper: GM JH KK YI AR TB SD VG
RA.

References
1.

Costerton JW, Lewandowski Z, Caldwell DE, Korber DR, Lappin-Scott HM. Microbial biofilms. Annu
Rev Microbiol. 1995; 49:711–45. doi: 10.1146/annurev.mi.49.100195.003431 PMID: 8561477

2.

Costerton JW, Montanaro L, Arciola CR. Biofilm in implant infections: Its production and regulation. Int
J Artif Organs. 2005; 28:1062–1068. PMID: 16353112

3.

Fazli M, Bjarnsholt T, Kirketerp-Møller K, Jørgensen B, Andersen AS, Krogfelt KA, et al. Nonrandom
distribution of Pseudomonas aeruginosa and Staphylococcus aureus in chronic wounds. J Clin Microbiol. 2009; 47:4084–4089. doi: 10.1128/JCM.01395-09 PMID: 19812273

4.

Bjarnsholt T, Jensen PO, Fiandaca MJ, Pedersen J, Hansen CR, Andersen CB, et al. Pseudomonas
aeruginosa biofilms in the respiratory tract of cystic fibrosis patients. Pediatr Pulmonol. 2009; 44:547–
558. doi: 10.1002/ppul.21011 PMID: 19418571

5.

Burmølle M, Thomsen TR, Fazli M, Dige I, Christensen L, Homøe P, et al. Biofilms in chronic infections
—a matter of opportunity—monospecies biofilms in multispecies infections. FEMS Immunol Med Mic.
2010; 59:324–36.

6.

Høiby N, Bjarnsholt T, Givskov M, Molin S, Ciofu O. Antibiotic resistance of bacterial biofilms. Int J Antimicrob Ag. 2010; 35:322–32. doi: 10.1016/j.ijantimicag.2009.12.011

7.

Kharazmi A. Mechanisms involved in the evasion of the host defence by Pseudomonas aeruginosa.
Immunol Lett. 1991; 30:201–206. doi: 10.1016/0165-2478(91)90026-7 PMID: 1757106

8.

Stewart PS, Franklin MJ. Physiological heterogeneity in biofilms. Nat Rev Microbiol. 2008; 6:199–210.
doi: 10.1038/nrmicro1838 PMID: 18264116

PLOS ONE | DOI:10.1371/journal.pone.0149683 March 2, 2016

15 / 18

Shaping the Growth Behaviour of Biofilms Initiated from Bacterial Aggregates

9.

Sauer K, Camper AK, Ehrlich GD, Costerton JW, Davies DG. Pseudomonas aeruginosa displays multiple phenotypes during development as a biofilm. J Bacteriol. 2002; 184:1140–1154. doi: 10.1128/jb.
184.4.1140-1154.2002 PMID: 11807075

10.

Monds RD, O’Toole GA. The developmental model of microbial biofilms: ten years of a paradigm up for
review. Trends Microbiol. 2009; 17:73–87. doi: 10.1016/j.tim.2008.11.001 PMID: 19162483

11.

Bossier P, Verstraete W. Triggers for microbial aggregation in activated sludge? Appl Microbiol Biot.
1996; 45:1–6. doi: 10.1007/s002530050640

12.

Alhede M, Kragh KN, Qvortrup K, Allesen-Holm M, van Gennip M, Christensen LD, et al. Phenotypes of
non-attached Pseudomonas aeruginosa aggregates resemble surface attached biofilm. PloS one.
2011; 6:e27943. doi: 10.1371/journal.pone.0027943 PMID: 22132176

13.

Haaber J, Cohn MT, Frees D, Andersen TJ, Ingmer H. Planktonic aggregates of Staphylococcus
aureus protect against common antibiotics. PloS one. 2012; 7:e41075. doi: 10.1371/journal.pone.
0041075 PMID: 22815921

14.

Faruque SM, Biswas K, Udden SMN, Ahmad QS, Sack DA, Nair GB, et al. Transmissibility of cholera:
in vivo-formed biofilms and their relationship to infectivity and persistence in the environment. Proc Natl
Acad Sci USA. 2006; 103(16):6350–5. doi: 10.1073/pnas.0601277103 PMID: 16601099

15.

Hall-Stoodley L, Stoodley P. Biofilm formation and dispersal and the transmission of human pathogens.
Trends Microbiol. 2005; 13:7–10. doi: 10.1016/j.tim.2004.11.004 PMID: 15639625

16.

Anton V, Rougé P, Daffé M. Identification of the sugars involved in mycobacterial cell aggregation.
FEMS Microbiology Letters. 1996; 144:167–170. doi: 10.1111/j.1574-6968.1996.tb08525.x PMID:
8900060

17.

Monier J, Lindow SE. Frequency, size, and localization of bacterial aggregates on bean leaf surfaces.
Appl Environ Microb. 2004; 70:346–355. doi: 10.1128/AEM.70.1.346-355.2004

18.

Lens P, Moran AP, Mahony T, Stoodley P, O’Flaherty V. Biofilms in medicine, industry and environmental biotechnology: characteristics, analysis and control. vol. 1. London: IWA Publishing; 2003.

19.

Kreft JU, Picioreanu C, Wimpenny JWT, van Loosdrecht MCM. Individual-based modelling of biofilms.
Microbiology. 2001; 147:2897–912. doi: 10.1099/00221287-147-11-2897 PMID: 11700341

20.

Xavier JB, Picioreanu C, van Loosdrecht MCM. A framework for multidimensional modelling of activity
and structure of multispecies biofilms. Environ Microbiol. 2005; 7:1085–1103. doi: 10.1111/j.14622920.2005.00787.x PMID: 16011747

21.

Alpkvist E, Picioreanu C, Loosdrecht MCMV, Heyden A. Three-dimensional biofilm model with individual cells and continuum EPS matrix. Biotechnol Bioeng. 2006; 94:961–979. doi: 10.1002/bit.20917
PMID: 16615160

22.

Kreft JU. Biofilms promote altruism. Microbiology. 2004; 150:2751–2760. doi: 10.1099/mic.0.26829-0
PMID: 15289571

23.

Nadell CD, Foster KR, Xavier JB. Emergence of spatial structure in cell groups and the evolution of
cooperation. Plos Comp Biol. 2010; 6:e1000716. doi: 10.1371/journal.pcbi.1000716

24.

Tuson HH, Weibel DB. Bacteria-surface interactions. Soft matter. 2013; 9:4368–4380. doi: 10.1039/
C3SM27705D PMID: 23930134

25.

Israelachvili JN. Intermolecular and surface forces. 3rd ed. Elsevier; 2011.

26.

Biernaskie JM, West SA. Cooperation, clumping and the evolution of multicellularity. Proc R Soc B.
2015; 282:20151075. doi: 10.1098/rspb.2015.1075 PMID: 26246549

27.

West SA, Fisher RM, Gardner A, Kiers ET. Major evolutionary transitions in individuality. Proc Natl
Acad Sci USA. 2015; 112:10112–10119. doi: 10.1073/pnas.1421402112 PMID: 25964342

28.

Hermanowicz SW. A simple 2D biofilm model yields a variety of morphological features. Math Biosci.
2001; 169:1–14. doi: 10.1016/S0025-5564(00)00049-3 PMID: 11137525

29.

Stewart PS. Diffusion in biofilms. J Bacteriol. 2003; 185:1485–1491. doi: 10.1128/JB.185.5.1485-1491.
2003 PMID: 12591863

30.

Dockery J, Klapper I. Finger formation in biofilm layers. SIAM J Appl Math. 2001; 62:853–869.

31.

Douezan S, Guevorkian K, Naouar R, Dufour S, Cuvelier D, Brochard-Wyart F. Spreading dynamics
and wetting transition of cellular aggregates. Proc Natl Acad Sci USA. 2011 May; 108:7315–7320. doi:
10.1073/pnas.1018057108 PMID: 21504944

32.

Lardon LA, Merkey BV, Martins S, Dötsch A, Picioreanu C, Kreft JU, et al. iDynoMiCS: next-generation
individual-based modelling of biofilms. Environ Microbiol. 2011; 13:2416–34. doi: 10.1111/j.1462-2920.
2011.02414.x PMID: 21410622

33.

Xavier JB, Foster KR. Cooperation and conflict in microbial biofilms. Proc Natl Acad Sci USA. 2007;
104:876–881. doi: 10.1073/pnas.0607651104 PMID: 17210916

PLOS ONE | DOI:10.1371/journal.pone.0149683 March 2, 2016

16 / 18

Shaping the Growth Behaviour of Biofilms Initiated from Bacterial Aggregates

34.

Xavier JB, Picioreanu C, Rani SA, van Loosdrecht MCM, Stewart PS. Biofilm-control strategies based
on enzymic disruption of the extracellular polymeric substance matrix—a modelling study. Microbiology. 2005; 151:3817–3832. doi: 10.1099/mic.0.28165-0 PMID: 16339929

35.

Characklis WG, Marshall KC. Biofilms. New York: Wiley Interscience; 1990.

36.

Bailey JE, Ollis DF. Biochemical engineering fundamentals. New York: McGraw-Hill; 1986.

37.

Bakke R, Trulear MG, Robinson JA, Characklis WG. Activity of Pseudomonas aeruginosa in biofilms:
Steady state. Biotechnol Bioeng. 1984; 26:1418–1424. doi: 10.1002/bit.260261204 PMID: 18551671

38.

Robinson JA, Trulear MG, Characklis WG. Cellular reproduction and extracellular polymer formation by
Pseudomonas aeruginosa in continuous culture. Biotechnol Bioeng. 1984; 26:1409–1417. doi: 10.
1002/bit.260261203 PMID: 18551670

39.

Beyenal H, Chen SN, Lewandowski Z. The double substrate growth kinetics of Pseudomonas aeruginosa. Enzyme Microb Tech. 2003; 32:92–98. doi: 10.1016/S0141-0229(02)00246-6

40.

Horn H, Neu TR, Wulkow M. Modelling the structure and function of extracellular polymeric substances
in biofilms with new numerical techniques. Water Sci Technol. 2001; 43:121–127. PMID: 11381957

41.

Shedlovsky T. Electrochemistry in biology and medicine. New York: John Wiley and Sons; 1955.

42.

Picioreanu C, Van Loosdrecht MCM, Heijnen JJ. Mathematical modeling of biofilm structure with a
hybrid differential- discrete cellular automaton approach. Biotechnol Bioeng. 1998; 58:101–116. doi:
10.1002/(SICI)1097-0290(19980405)58:1%3C101::AID-BIT11%3E3.0.CO;2-M PMID: 10099266

43.

Van Loosdrecht MCM, Heijnen JJ, Eberl H, Kreft J, Picioreanu C. Mathematical modelling of biofilm
structures. Anton Leeuw Int J G. 2002; 81:245–256. doi: 10.1023/A:1020527020464

44.

Wentland EJ, Stewart PS, Huang CT, McFeters GA. Spatial variations in growth rate within Klebsiellapneumoniae colonies and biofilm. Biotechnol Prog. 1996; 12:316–321. doi: 10.1021/bp9600243 PMID:
8652119

45.

Nadell CD, Xavier JB, Foster KR. The sociobiology of biofilms. FEMS Microbiol Lett. 2009; 33:206–
224. doi: 10.1111/j.1574-6976.2008.00150.x

46.

Monier JM, Lindow SE. Differential survival of solitary and aggregated bacterial cells promotes aggregate formation on leaf surfaces. Proc Natl Acad Sci USA. 2003; 100:15977–15982. doi: 10.1073/pnas.
2436560100 PMID: 14665692

47.

Stoodley P, Sauer K, Davies DG, Costerton JW. Biofilms as complex differentiated communities. Annu
Rev Microbiol. 2002; 56:187–209. doi: 10.1146/annurev.micro.56.012302.160705 PMID: 12142477

48.

Klausen M, Heydorn A, Ragas P, Lambertsen L, Aaes-Jørgensen A, Molin S, et al. Biofilm formation by
Pseudomonas aeruginosa wild type, flagella and type IV pili mutants. Mol Microbiol. 2003; 48:1511–
1524. doi: 10.1046/j.1365-2958.2003.03525.x PMID: 12791135

49.

Flemming HC, Neu TR, Wozniak DJ. The EPS matrix: the “house of biofilm cells”. J Bacteriol. 2007;
189:7945–7947. doi: 10.1128/JB.00858-07 PMID: 17675377

50.

Flemming HC, Wingender J. The biofilm matrix. Nat Rev Microbiol. 2010; 8:623–633. PMID: 20676145

51.

Watnick P, Kolter R. Biofilm, city of microbes. J Bacteriol. 2000; 182:2675–2679. doi: 10.1128/JB.182.
10.2675-2679.2000 PMID: 10781532

52.

Davies DG. The involvement of cell-to-cell signals in the development of a bacterial biofilm. Science.
1998; 280:295–298. doi: 10.1126/science.280.5361.295 PMID: 9535661

53.

Miller MB, Bassler BL. Quorum sensing in bacteria. Annu Rev Microbiol. 2001; 55:165–199. doi: 10.
1146/annurev.micro.55.1.165 PMID: 11544353

54.

Diggle SP, Griffin AS, Campbell GS, West SA. Cooperation and conflict in quorum-sensing bacterial
populations. Nature. 2007; 450:411–414. doi: 10.1038/nature06279 PMID: 18004383

55.

Dorobantu LS, Bhattacharjee S, Foght JM, Gray MR. Analysis of force interactions between AFM tips
and hydrophobic bacteria using DLVO theory. Langmuir. 2009; 25:6968–6976. doi: 10.1021/la9001237
PMID: 19334745

56.

Harimawan A, Rajasekar A, Ting YP. Bacteria attachment to surfaces—AFM force spectroscopy and
physicochemical analyses. Journal of Colloid and Interface Science. 2011; 364:213–218. doi: 10.1016/
j.jcis.2011.08.021 PMID: 21889162

57.

Wright CJ, Shah MK, Powell LC, Armstrong I. Application of AFM from microbial cell to biofilm. Scanning. 2010; 32:134–149. doi: 10.1002/sca.20193 PMID: 20648545

58.

Davey ME, Caiazza NC, O’Toole GA. Rhamnolipid surfactant production affects biofilm architecture in
Pseudomonas aeruginosa PAO1. J bacteriol. 2003; 185:1027–36. doi: 10.1128/JB.185.3.1027-1036.
2003 PMID: 12533479

PLOS ONE | DOI:10.1371/journal.pone.0149683 March 2, 2016

17 / 18

Shaping the Growth Behaviour of Biofilms Initiated from Bacterial Aggregates

59.

Angelini TE, Roper M, Kolter R, Weitz DA, Brenner MP. Bacillus subtilis spreads by surfing on waves of
surfactant. Proc Natl Acad Sci USA. 2009; 106:18109–18113. doi: 10.1073/pnas.0905890106 PMID:
19826092

60.

Wilson S, Hamilton Ma, Hamilton GC, Schumann MR, Stoodley P. Statistical quantification of detachment rates and size distributions of cell clumps from wild-type (PAO1) and cell signaling mutant (JP1)
Pseudomonas aeruginosa biofilms. Appl Environ Microb. 2004; 70:5847–5852. doi: 10.1128/AEM.70.
10.5847-5852.2004

61.

Stoodley P, Hall-Stoodley L, Lappin-Scott HM. Detachment, surface migration, and other dynamic
behavior in bacterial biofilms revealed by digital time-lapse imaging. Method Enzymol. 2001; 337:306–
19. doi: 10.1016/S0076-6879(01)37023-4

62.

Harshey RM. Bacterial motility on a surface: many ways to a common goal. Annu Rev Microbiol. 2003;
57:249–73. doi: 10.1146/annurev.micro.57.030502.091014 PMID: 14527279

63.

Henrichsen J. Bacterial surface translocation: a survey and a classification. Bacteriol Rev. 1972;
36:478–503. PMID: 4631369

64.

Burrows LL. Pseudomonas aeruginosa twitching motility: type IV pili in action. Annu Rev Microbiol.
2012; 66:493–520. doi: 10.1146/annurev-micro-092611-150055 PMID: 22746331

65.

Conrad JC, Gibiansky ML, Jin F, Gordon VD, Motto DA, Mathewson MA, et al. Flagella and pili-mediated near-surface single-cell motility Mechanisms in P. aeruginosa. Biophys J. 2011; 100:1608–1616.
doi: 10.1016/j.bpj.2011.02.020 PMID: 21463573

66.

Gibiansky ML, Conrad JC, Jin F, Gordon VD, Motto DA, Mathewson MA, et al. Bacteria use type IV pili
to walk upright and detach from surfaces. Science. 2010; 330:197. doi: 10.1126/science.1194238
PMID: 20929769

67.

Kim W, Racimo F, Schluter J, Levy SB, Foster KR. Importance of positioning for microbial evolution.
Proc Natl Acad Sci USA. 2014; 111:E1639–E1647. doi: 10.1073/pnas.1323632111 PMID: 24715732

PLOS ONE | DOI:10.1371/journal.pone.0149683 March 2, 2016

18 / 18

