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Abstract

Gram-negative bacteria, as well as some Gram-positive bacteria, possess hair-like append-

ages known as fimbriae, which play an important role in adhesion of the bacteria to surfaces

or to other bacteria. Unlike the sex pili or flagellum, the fimbriae are quite numerous, with of

order 1000 fimbriae appendages per bacterial cell. In this paper, a recently developed hybrid

model for bacterial biofilms is used to examine the role of fimbriae tension force on the

mechanics of bacterial biofilms. Each bacterial cell is represented in this model by a sphero-

cylindrical particle, which interact with each other through collision, adhesion, lubrication

force, and fimbrial force. The bacterial cells absorb water and nutrients and produce extra-

cellular polymeric substance (EPS). The flow of water and EPS, and nutrient diffusion within

these substances, is computed using a continuum model that accounts for important effects

such as osmotic pressure gradient, drag force on the bacterial cells, and viscous shear. The

fimbrial force is modeled using an outer spherocylinder capsule around each cell, which can

transmit tensile forces to neighboring cells with which the fimbriae capsule collides. We find

that the biofilm structure during the growth process is dominated by a balance between out-

ward drag force on the cells due to the EPS flow away from the bacterial colony and the

inward tensile fimbrial force acting on chains of cells connected by adhesive fimbriae

appendages. The fimbrial force also introduces a large rotational motion of the cells and dis-

rupts cell alignment caused by viscous torque imposed by the EPS flow. The current paper

characterizes the competing effects of EPS drag and fimbrial force using a series of compu-

tations with different values of the ratio of EPS to bacterial cell production rate and different

numbers of fimbriae per cell.

Introduction

In bacterial biofilms, bacteria are enmeshed in a self-secreted extracellular polymeric substance

(EPS), which is permeated by an aqueous solvent that transports nutrients, minerals and other

chemicals through the EPS [1]. In general, bacteria absorb nutrients and water, using them to

grow and to produce EPS. [The water within the biofilm exists in a bound state (i.e., water of

hydration associated with the EPS) or in a free state that can flow through the biofilm. For

modeling purposes, we regard the former as part of the EPS, and use the term ’water’ to refer
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to water in the latter (free) state.] Bacterial biofilms are important in water treatment processes

[2], in environmental processes such as production of greenhouse gases from the soil [3], in

biofouling of ships and marine structures [4], and in food processing [5, 6]. Biofilms are

responsible for the majority of human infectious diseases [7, 8], particularly in post-surgical

infections or chronic infections.

A key feature that enables adhesion of bacterial cells both to each other and to other surfaces

is the short hair-like appendages called fimbriae (singular fimbria), which are found on most

Gram-negative bacteria and on some Gram-positive bacteria [9–11]. (These appendages are

also referred to in some literature as pili or attachment pili). There are on order of 1000 fim-

briae on a single cell, each 3–10 nm thick and 1–5 μm long. At the microstructural level, a sin-

gle fimbria appendage has the form of a coiled helix-shaped protein (pilin), with sticky

proteins (adhesins) located on the fimbria tip. The adhesin proteins bind to receptors on other

bacteria or on host cells using a ’catch-bond’ mechanism, in which the adhesive force becomes

stronger (up to a limit) as the tension force acting on a fimbria is increased [12, 13]. Once

attached, a fimbria can stretch to several times its original length. Experiments characterizing

the stress-strain behavior of individual fimbria were reported by Chen et al. [14] and Forero

et al. [15].

Numerous experimental studies have demonstrated that different types of fimbriae play a

critical role in enabling certain bacteria to form biofilms, although the enhancement of bacte-

rial attachment ability and biofilm growth is dependent on both the type of bacteria and the

type of fimbriae [16]. For instance, type 3 fimbriae were found to strongly promote biofilm for-

mation for Klebsiella pneumoniae [17–20]. Bak et al. [21], Zuberi et al. [22], and Lasaro et al.

[23] showed that biofilm formation in Escherichia coli is inhibited when type 1 fimbriae are

suppressed. Rodrigues and Elimelech [24] and Wang et al. [25] examined role of type 1 fim-

briae for biofilm formation of E. coli, with fimbriaed, non-fimbriaed and wild bacteria. They

found that type 1 fimbriae are not necessary for initial reversible cell attachment, but that they

are necessary for irreversible cell attachment and subsequent biofilm development. Cohen

et al. [26] showed that presence of fimbriae enhances aggregation of E. coli with small clay par-

ticles. McLay et al. [27] gradually varied the degree of fimbriation (by varying the number of

fimbriae attached to the cells), and showed that the ability of cells to adhere gradually decreases

as the degree of fimbriation is decreased.

Understanding the dynamics of biofilm systems is challenging because of the large number

of parameters involved and the highly nonlinear, complex dynamics exhibited by biofilm sys-

tems. Mathematical modeling allows investigators to easily activate and deactivate different

biofilm features to gain insight into their impact on the system [28, 29]. Both discrete and con-

tinuum models have been developed and applied to biofilm systems, both with different

advantages and disadvantages [30–38]. Continuum models treat bacteria, EPS and water as

interacting continua, for each of which there is an associated continuous concentration and

velocity field and related mass and momentum conservation equations [35–37, 39–41]. Dis-

crete models treat biofilms as a collection of individual ‘agents’ (or particles) that interact with

each other, with the surface to which the biofilm is attached, and with other surrounding bio-

film components (such as EPS and water). With discrete models, it is a simple matter to assign

properties, shapes, and behaviors to individual bacteria and then allow the model to determine

how these characteristics lead to different collective (emergent) behavior of the biofilm system

[31–34, 38, 42, 43]. However, most continuum models do not account for the numerous forces

acting between individual bacterial cells, whereas most discrete models (also known as individ-
ual based models) do not account for the separate flow fields of water and EPS past the cells.

Both of these types of models tend to over-simplify the cell interaction forces, often omitting

important forces for the biofilm dynamics. A new type of hybrid model was recently developed
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by the current investigators [44] which surmounts many of these objections. The model uses a

discrete approach to follow motion and interaction of individual bacterial cells while using a

continuum approach to model EPS, water and nutrient transport around and within the bio-

film, including absorption of nutrients and water and EPS production by the bacteria. The

continuum model is based on an extension of that of Cogan and Keener [39], with an

improved model for the water-EPS interfacial force. The discrete model is based on an exten-

sion of an accurate discrete element method (DEM) for adhesive particle flows [45–47], and

includes a wide range of cell-EPS and cell-cell forces and torques for both spherical [31] and

spherocylindrical cell shapes [34, 42, 43, 48, 49].

The current paper extends the hybrid model of Jin et al. [44] to include fimbrial force and

non-spherical bacterial cells, and then uses this extended model to examine the influence of

fimbrial force and EPS flow on biofilm growth processes. We argue that of the many different

forces present, the fimbriae tension and the EPS drag force dominate in determining the

structure of the bacterial colony as it develops within the biofilm. The method section gives

an overview of the biofilm growth model used in the study, including the continuum models

for EPS and water transport and the discrete model for the bacterial cells. The results of the

paper include an examination of the effects of varying the ratio of EPS to cell production

rates and the number of fimbriae attached to each cell. Conclusions are given in the last

section.

Computational method

Discrete model

The biofilm mechanics were simulated using a hybrid computational model in which bacterial

cells are represented by spherocylindrical particles and the flow of water, EPS and nutrients

are computed as continua on a grid that spans the flow field [44]. Spherocylinders are formed

of cylindrical bodies with hemispherical end caps. The cell minor semi-axis b is set equal to the

cylinder radius, and the major semi-axis a is equal to half the cylinder length plus the radius of

the hemispherical end-cap. The bacterial cell motion was computed by solving the individual

cell momentum and angular momentum equations at equilibrium or

FBE þ FBB ¼ 0; MBE þMBB ¼ 0; ð1Þ

where FBE and MBE denote forces and torques between the bacterial cells and the surrounding

EPS and FBB and MBB denote forces and toques between two or more bacterial cells, or

between a bacterial cell and a wall. The cell inertia is neglected since the Stokes number is sev-

eral orders of magnitude less than unity for this problem. The two most important EPS-bacte-

ria interaction forces contained in FBE are the drag force Fd and the lubrication force F‘. The

Weissenberg number, which is given by We¼ _gl where _g is the shear rate and λ is the material

relaxation time, is Weffi0.1 for this problem. This estimate is based on a growth time scale of

Tffi3 hrs [28, 50] with _g ffi 1=T, and a relaxation time of λ = 18 min, which is nearly constant

for different types of biofilms [51]. A study of drag forces on spherical particles in a low Rey-

nolds number, viscoelastic fluid [52] concludes that the drag on the particle can be well

approximated by the Stokes law for We�0.1. Therefore, the drag force Fd, and the associated

viscous torque Md, can be approximated using the well-established theory for low Reynolds

number flow past ellipsoidal particles [53–55]. Details of the force and torque expressions can

be found in Chesnutt and Marshall [56].

The lubrication force F‘ ¼ F‘n is caused not only by relative motion between the particle

centers, but also by cell growth and EPS production. An expression for lubrication force
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magnitude that accounts for these different effects is obtained as

F‘ ¼ � 6pmER
2

_h þ ULE
hþ d

 !

; ð2Þ

where μE is the EPS viscosity, h is the closest separation distance between the cell surfaces, δ is

a constant gap width between cell surfaces at collision, ULE is the sum of the normal EPS veloc-

ity at the contact point relative to the surface velocity for each particle of a colliding pair, and R
is the effective radius of curvature at the collision point.

The most important cell-cell interaction forces contained in FBB are the elastic rebound

force, the cell surface adhesion force, and the fimbrial force Ff = Ffn. The first two of these

forces are nonlinearly coupled to form a single surface collision/adhesion force Fsc, an expres-

sion for which is given by the classical Johnson-Kendell-Roberts (JKR) theory [57]. These vari-

ous effects can be combined to write the EPS-bacteria and bacteria-bacteria interaction forces

and torques as

FBE ¼ Fd þ F‘n; MBE ¼ F‘ri � nþMd: ð3Þ

FBB ¼ Fscnþ Ffn; MBB ¼ ðFsc þ Ff Þri � n: ð4Þ

Here, n is the unit normal vector of the particle i at the contact point C, and ri is the vector that

extends from the center of particle i to the contact point.

The fimbrial force exerts a tension between cells when the fimbriae from one cell attach to

the surface of another cell, and the two cell surfaces are pulled apart by an external force. Since

tracking the attachment and stretch of individual fimbriae for a large number of cells would

necessitate a very large computational expense, we instead adopt an approximate model in

which it is assumed that the fimbriae of each cell have a uniform unstretched length hf0 and a

uniform fimbriae number density nf (defined as number of fimbriae per unit area). A sphero-

cylindrical fimbriae capsule is assumed to surround each cell with semi-major axis a+hf0 and

semi-minor axis b+hf0. The number Nf of attached fimbriae between two nearby cells is there-

fore equal to the fimbriae number density nf times the attachment area Aa on the fimbriae cap-

sule, or

Nf ¼ Aanf : ð5Þ

The attachment area Aa is defined as the area on the fimbriae capsule of one cell that intersects

the surface of another cell. The algorithm for determination of fimbriae connections to cell

surfaces and calculation of the attachment area is similar to that in Ref. [58, 59]. The magni-

tude of the fimbrial force Ff is related to the number of connected fimbriae by

Ff ¼ NfTf ; ð6Þ

where Tf is the average tension of a single fimbria appendage attached between the two cells. It

is assumed that the fimbrial force acts along a line that is orthogonal to, and passes through the

center of, the attachment area Aa.
Experiments using an atomic force microscope [14, 15] have shown that fimbria tension Tf

depends on both the direction of relative motion of the two attached surfaces and on the fim-

bria extension from its equilibrium length. An idealized force-extension curve for a single fim-

bria that is characteristic of the experimental data is plotted in Fig 1. The fimbria tension is

characterized by three different regimes, labeled regions I, II and III in the figure. In region I,

the fimbria stretches while retaining its helical form, resulting in a force-extension response
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similar to Hooke’s law for a linear elastic medium with a Young’s modulus Ef. In region II, the

helical fimbria begins to uncoil as a result of stretching, which results in a constant tension

force Tuc that is independent of fimbria extension. This region of the force-extension curve

can continue for extensions out to several micrometers, or several times the fimbria length.

Region III occurs once the fimbria is fully uncoiled to form a thin filament. In region III, the

fimbria tension increases rapidly up to a point of maximum extension ed, at which the tension

has the value Td. The fimbria detaches from the cell surface when stretched at extensions

beyond ed, and Td and ed are correspondingly called the detachment tension and extension.

The fimbria tension and extension at the inflection point of the force-extension curve in region

III are called the characteristic tension Tch and characteristic extension ech, respectively.

The blue line in Fig 1 shows the force-extension curve in the event that the relative motion

between the two cells were reversed at a time while the fimbria was in the uncoiling region

(region II). In this case, the force-extension curve traces a different path, as the fimbria begins

to recoil itself to reform its helical structure. The fimbria tension consequently drops down

(following a line parallel to the elastic tension line in region I) to a second constant level, called

the coiling tension Tc. If at some point the direction of relative motion of the two cells is again

reversed such that they again move apart from each other, the tension would increase back up

to the uncoiling tension Tuc following a line that is parallel to the elastic tension line in region I

(shown by a red line in Fig 1).

Fig 1. Typical force-extension plot for a single fimbria appendage. The regions of fimbria extension are identified by Roman numerals at

the top of the plot. The force-extension curve of a single fimbria in tension between two surfaces that are being pulled apart is identified by

a red curve. The blue curve is the force-extension curve for a case where the direction of relative motion between the surfaces is reversed at

a specified time and the surfaces are pushed back toward each other.

https://doi.org/10.1371/journal.pone.0243280.g001
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Approximate mathematical expressions for the fimbria tension when the surfaces are mov-

ing apart from each other (i.e., when _h > 0) are given by

Tf ¼

Ef ðh � hf 0Þ

Tuc
Tch þ Csinh½Dðh � echÞ�

in region I ð0 � h � e12Þ

in region II ðe12 � h � e23Þ

in region III ðe23 � h � edÞ

8
>>>><

>>>>:

ð7Þ

where the coefficients C and D are determined by solving the set of nonlinear equations

Tch þ Csinh½Dðe23 � echÞ� ¼ Tuc; ð8AÞ

Tch þ Csinh½Dðed � echÞ� ¼ Td: ð8BÞ

If the direction of motion of the attached surfaces is reversed at a separation distance h = hrev
in region II (such that _h < 0), the fimbriae tension is alternatively given by

Tf ¼
Tuc � Ef ðhrev � hÞ

Tc

for hrev � h < ðTuc � TcÞe12=Tuc

for hrev � h � ðTuc � TcÞe12=Tuc
;

8
<

:
ð9Þ

which corresponds to the blue line in Fig 1. Typical values of these critical extensions and ten-

sions are listed in Table 1.

Bacterial cells absorb water and nutrients and use these materials to grow and to produce

EPS. For the current paper, we assume that all cells are of the same species and share the same

material properties and follow the same size-dependent rule to grow and divide. Each bacterial

cell produces new cell mass at a rate _MB and produces EPS at a rate _ME. If VB denotes the cell

volume as a function of time, then

d
dt
VBðtÞ ¼

_MB

r
; ð10Þ

where ρ is the fluid density. A Monod model [60, 61] was used to specify cell growth rate as a

function of the nutrient concentration cS. Since both water and nutrients are necessary for

cells to grow and to produce EPS, we employed an extended form of the Monod model of the

form

_MB ¼
_MB0

cS
KS þ cS

� �
aW

KW þ aW

� �

; _ME ¼
_ME0

cS
KS þ cS

� �
aW

KW þ aW

� �

; ð11Þ

where KS and KW are half-saturation constants and _MB0 and _ME0 are the maximum bacteria

and EPS growth rates. The last term in these equations typically has small effect, except in

regions where water becomes scarce due to rapid EPS production and cell growth. Related

extensions of the Monod model are discussed in more detail by Gonzo et al. [62] and Legner

Table 1. Typical values of fimbria extensions and tensions.

Fimbria extension Length (μm) Fimbria tension Force (pN)

e12 1.5 Tc 2.5

e23 2.5 Tuc 6

ech 3 Tch 9.5

ed 3.5 Td 13

https://doi.org/10.1371/journal.pone.0243280.t001
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et al. [63]. Typical ranges of values for these coefficients were recorded by Picioreanu et al. [64]

and Melaugh et al. [65] for different bacterial species.

When the cell volume VB(t) exceeds a critical value VB,crit, the cell divides to create two off-

spring cells with volumes V1 and V2, given by

V1 ¼ Vpar
1þ z

2

� �

; V2 ¼ Vpar
1 � z

2

� �

; ð12Þ

where z is a small random number with uniform distribution over the range (0,zmax) and Vpar
is the volume of the parent cell prior to division. Cell division was performed using an algo-

rithm (similar to [66]) that gradually moved the particles apart over a series of time steps until

they were separated, and then released them to move according to their individual dynamics.

Continuum model

The transport of water, EPS and nutrients in the biofilm are all computed using continuum

equations on a grid spanning the biofilm computational domain. Communication between

the discrete particles representing the cells and the continuum grid is an important part of the

hybrid computational method. For instance, in solving the particle momentum equation, the

EPS velocity at the cell centroid location is obtained by linear interpolation from the grid cell

values in the continuum model. Similarly, it is necessary to homogenize the discrete data from

the bacterial cell simulation in order to obtain values of corresponding averaged variables on

the grid nodes of the continuum model. This homogenization procedure was used to obtain

the particle concentration field αB, mass source fields per unit volume _mB, _mE and _mS for the

bacterial, EPS and nutrients, and interfacial body force per unit mass fBE. In the current paper,

homogenization was performed using the conservative blob homogenization procedure

described in Marshall and Sala [67], which is both discretely conservative and produces

smooth fields with minimal noise. Considering the bacteria concentration field αB as an exam-

ple, in this homogenization scheme we write

aBðx; tÞ ¼
XN

n¼1

AnðtÞf ðx � xn;RnÞ; ð13Þ

where xn(t) is the position of the nth bacterial cell and Rn is the ’blob radius’ used for smooth-

ing the homogenization scheme. The function f(x-xn,Rn) is selected as a smooth function, such

as a Gaussian, whose integral over all space is unity. The coefficient An is related to the volume

Vn(t) of particle n and the grid cell volume Vcell by

AnðtÞ ¼
VnðtÞ

Vcell
XNgrid

i¼1

f ðxi � xn;RnÞ

; ð14Þ

which ensures that the homogenization scheme is discretely conservative.

Mass conservation of the EPS, water and nutrients is controlled by the following equations

[39, 40]:

@aE
@t
þr � ðaEuEÞ ¼ _mE=r; ð15Þ

@aW
@t
þr � ðaWuWÞ ¼ _mW=r; ð16Þ
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� r � ½ðaW þ aEÞDSrcS� ¼ _mS: ð17Þ

where αW and αE are the volume concentrations of water and EPS, _mW is the mass source per

unit volume of water, and uW and uE are the water and EPS velocity vectors. The nutrient

mass concentration cS are solved by the equilibrium diffusion Eq (17) subject to a nutrient

mass source per unit mass _mS and diffusion coefficient DS. This equation neglects the time

derivative and convection terms since the nutrient diffusion time scale (~1–2 min) is small

compared to the bacterial division time scale T (~1 hr) [39, 68]. The volume fraction and the

mass source terms are subject to the constraints

aW þ aE þ aB ¼ 1; ð18Þ

_mE þ _mW þ _mB þ _mS ¼ 0: ð19Þ

The momentum transport equations for water and EPS, respectively, are given by

� aWrpþ fWE ¼ 0; ð20Þ

� aErpþ aEr � τE þ fBE � fWE � rcðaEÞ ¼ 0; ð21Þ

where p is the pressure. Eq (20) balances the pressure gradient acting on the water with the

water-EPS interfacial force per unit volume fWE. Inertia and friction terms within the water

phase are neglected. In (21), ψ(αE) is the osmotic pressure (sometimes called ‘swelling pres-

sure’)[69, 70] and fBE, which contains drag and lubrication forces, is the homogenized body

force per unit volume between bacteria and EPS. The viscous term was retained in (21) since

the EPS has much larger viscosity than water [51]. The bacterial division time scale is much

longer than the biofilm elastic relaxation time (~18 min) [51], so the viscoelastic effects of the

biofilm were neglected, and the EPS shear stress was given by the Newtonian expression

τE ¼ mE½ruE þ ðruEÞ
T
� �

2

3
mEðr � uEÞI: ð22Þ

We note that the EPS velocity is not divergence-free, and so ther�uE term must be retained in

the shear stress expression (22). An expression for the water-EPS interaction force fWE was

proposed by Jin et al. [44] as

fWE ¼ Aa
2

Wa
3=2

E ðuE � uWÞ; ð23Þ

based on experimental results for permeability of water in hydrogels [71–73]. The interaction

coefficient A is proportional to the ratio μW/ξ2, where μW is the water viscosity and ξ denotes

the pore size of the EPS hydrogel [41].

Eq (15) was solved over the entire computational domain (including within and outside the

biofilm) by addition of a small diffusion term [39] as

@aE
@t
þr � ðaEuEÞ ¼ _mE þ DEr

2aE; ð24Þ

where DE is the EPS diffusion coefficient. This equation was solved using the Crank-Nicholson

method for the diffusive term and second-order upwind differencing for the convective term.

Eqs (20), (21) and (23) can be rearranged to obtain elliptic partial differential equations for uE

and p, which were solved using the Full Multigrid (FMG) algorithm [74–77], using the bound-

ary conditions listed in Table 2. Once uE and p are known, the water velocity field uW was
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obtained from (20) and (23) as

uW ¼ uE �
1

AaWa
3=2

E

rp: ð25Þ

Results and discussion

The computations were performed in a cubic domain with 1283 grid points and side length

L = 100 μm. The computational domain extends in the horizontal directions from (−0.5,0.5) in

x/L and z/L and in the vertical direction from (0,1) in y/L. The continuum equations were

solved using a ’fluid’ time step Δtf = 100 s, and a multiple time-step procedure [45] was used

for solution of the discrete equations with particle time step size Δtp = Δtf/50 and collision time

step size Δtc = Δtp/50. A set of typical ranges and nominal values of a wide variety of parameters

for bacterial biofilms is summarized in S1 Table. Dimensionless parameter values for the runs

examined in the current paper are reported in Table 3. Particles were assumed to be rod-

shaped with semi-major and semi-minor axes a = 1 μm and b = 0.5 μm. All computations

were initialized using a single seed bacterium placed at the center of the bottom surface of the

computational domain.

Reference Case (A-2)

A baseline computation (Case A-2) was conducted for a case with _ME=
_MB ¼ 2 and nfim =

1000, which is typical of common biofilm growth conditions. A bacterial colony grows from

the seed cell in a roughly ball-like shape. Cross-sectional plots on the plane z = 0 are shown in

Fig 2 at a time when the biofilm is well developed, showing the contour maps of the bacteria

Table 2. Boundary conditions in continuum variables.

Parameter x y z
αE periodic zero gradient at bottom periodic

zero gradient at top

uE periodic no slip at bottom (uE = 0) periodic

zero gradient at top

p periodic zero gradient at bottom periodic

constant at top (p = 0)

cS periodic zero gradient at bottom periodic

constant at top (cS = c0)

https://doi.org/10.1371/journal.pone.0243280.t002

Table 3. Dimensionless parameter values for different computational cases examined. Cases include the ratio
_M_
E=

_M_
B of EPS production rate to bacterial growth rate and the number nfim of fimbriae per bacterial cell. (Case A-4 is

the same as Case B-3).

Case _M_
E=

_M_
B

nfim

A-1 0 1000

A-2 2 1000

A-3 4 1000

A-4 8 1000

B-1 8 0

B-2 8 100

B-3 8 1000

B-4 8 5000

https://doi.org/10.1371/journal.pone.0243280.t003
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concentration αB, EPS concentration αE, water concentration αW, and nutrient mass concen-

tration cS/c0. The bacterial colony forms a ball-like shape attached to the wall, with a higher

concentration front near the outside of the ball where the nutrient and water availability is

highest. Peak bacterial concentration is around 0.22 within the colony. The EPS is produced

within the bacterial colony, but it is transported outward via both convection and diffusion,

where iso-surfaces of the EPS concentration appear to have approximately hemispherical

shapes. The EPS concentration approaches 0.7 within the colony. The water concentration

decreases from nearly unity outside of the colony to around 0.1 within the colony. This

strong reduction in water concentration is due to absorption of water by the bacteria in order

to grow and produce EPS. A similar absorption occurs for the nutrients; however, the nutrient

concentration reduces to only about 90% of its ambient value within the colony. The amount

of nutrients required to produce a given about of biomatter is determined by the ’yield

coefficient’ YBS � � _MS=ð
_MB þ

_MEÞ, which was set equal to 0.1 in the current computations

[64, 65].

The rate of production of new cell material and EPS is shown in Fig 3. We see that both bac-

terial cell growth and EPS production are highest within a arched region near the outer surface

of the colony, and that production _MB and _ME are both observed to decrease in the inner part

of the colony due to shortage of both nutrients and water. The components of the EPS and

water velocities are shown in Fig 4. The EPS velocity is oriented outward from the bacterial

colony, and acts to push both EPS and bacterial cells away from the colony center. The water

velocity field is of larger magnitude than EPS and generally oriented inward toward the bacte-

rial cells. from both the top and sides of the colony.

Fig 2. Slice plots at z = 0 of the bacterial colony. Plots show volume fractions of (a) bacterial cells, (b) EPS, (c) water, and (d) nutrient concentration, for Case

A-2 when the total number of cells is around 5000. (Only bottom half of computational domain is shown).

https://doi.org/10.1371/journal.pone.0243280.g002
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Sensitivity to EPS-to-bacteria production rate ratio

The significance of EPS on the biofilm growth is dependent on the EPS-to-bacteria growth

rate ratio, defined by _ME=
_MB. Examples with values of this ratio ranging from about 0.2–4.5

were recorded for different types of biofilms in Refs. [78–80], although values outside of this

range are not atypical. The larger the value of this ratio, the more EPS is produced and the

higher is the value of the EPS velocity magnitude during biofilm growth. Increase in EPS veloc-

ity magnitude results in an increase in outward cell drag force, and hence an increased ten-

dency for the biofilm to break up and disperse. This tendency can be seen in Fig 5, which

compares biofilm structure for three computations with _ME=
_MB values of 2 (Case A-2), 4

(Case A-3) and 8 (Case A-4). All other parameters are set the same as in the reference case dis-

cussed in the previous section. The top row of the figure shows the locations and orientations

of the bacterial cells at a time when the number of cells equals approximately 5000 in each

case. The cells are colored based on cell size. The bottom row of the figure gives the iso-surface

_mE ¼ 1 ng/h of the EPS production rate, with contour lines and colors to indicate the height

above the y = 0 surface. For _ME=
_MB = 2, the bacterial colony is compact with a nearly axisym-

metric shape. As the value of _ME=
_MB increases the colony becomes larger and more loosely

structured, even though each run has the same number of cells at the time the figure was

Fig 3. Slice plots at z = 0 showing the production rates (in ng/h). Plots show (a) bacterial cell ( _m_
B) and (b) EPS ( _m_

E) for Case A-2 when the total number of

cells is around 5000. (Only bottom half of computational domain is shown).

https://doi.org/10.1371/journal.pone.0243280.g003

Fig 4. Slice plots at z = 0 showing magnitude of velocity fields and velocity components in the x- and y-directions. Plots show (a) EPS velocity field and (b)

water velocity field for Case A-2 when the total number of cells is around 5000. The velocity components in the x- and y-directions are shown as vectors, and

velocity magnitude is represented by contour plot. (Only the bottom half of computational domain is shown).

https://doi.org/10.1371/journal.pone.0243280.g004
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drawn. When _ME=
_MB = 8, the colony symmetry is broken and it adopts a complex shape with

multiple nodes (or clusters) of cells connected by thinner strands.

A number of parameters characterizing the biofilm development are plotted in Fig 6 as

functions of the number of cells in the bacterial colony. The data compared in this figure has

values of _ME=
_MB ranging from 0 to 8. Fig 6A shows the average number of contacts per bacte-

rial cell, with fimbriae contacts indicated by solid lines and cell-cell surface contacts indicates

Fig 5. Comparison of bacterial colony structure for different values of _M_
E=

_M_
B. Plots for cases (a) _M_

E=
_M_
B = 2 (Case A-2), (b) _M_

E=
_M_
B = 4 (Case A-3), and

(c) _M_
E=

_M_
B = 8 (Case A-4), are captured when the total number of cells is around 5000. Top: Bacterial cells colored by their sizes. Bottom: The iso-surfaces of

the EPS production rate _m_
E ¼ 1 ng/h, with contour lines and colors to indicate the height above the y = 0 surface.

https://doi.org/10.1371/journal.pone.0243280.g005

Fig 6. Variation as a function of cell numbers of various diagnostic parameters. The ratio _M_
E=

_M_
B for different cases are _M_

E=
_M_
B = 0 (black, Case A-1), 2

(blue, Case A-2), 4 (green, Case A-3), and 8 (red, Case A-4). Plots show (a) average number of fimbriae contacts (solid curves) and direct surface contacts

(dashed curves) per bacteria, (b) porosity within the bacterial colony, and (c) minimum value of nutrient concentration cS,min/c0.

https://doi.org/10.1371/journal.pone.0243280.g006
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by dashed lines. As might be expected, higher values of _ME=
_MB result in fewer of both types of

contacts, since the particles become more separated as this ratio increases. The porosity within

the bacterial colony is plotted in Fig 6B, which was computed by dividing one minus the vol-

ume of all particles by the volume of all grid cells that contain a particle. The porosity is

observed to significantly increase as _ME=
_MB increases. When _ME=

_MB is small, the average

number of contacts increases with the total number of bacterial cells and the porosity decreases

with the total number of bacterial cells, in agreemnt with the measurement in Ref. [81]. Fig 6C

plots the minimum value of the nutrient concentration within the colony divided by the ambi-

ent concentration, or cS,min/c0. The nutrient concentration within the bacterial colony is

observed to decrease substantially with even a small amount of EPS production (between the

_ME=
_MB = 0 and 2 cases), and then not to change much with further increase in _ME=

_MB.

Sensitivity to number of fimbriae per cell

The role of fimbrial force on biofilm growth was examined using a series of computations in

which the number of fimbriae per cell was increased in steps from 0 to 5000 (Cases B-1 thru B-

4), with all other parameters being held the same. The computations were performed for a case

with _ME=
_MB ¼ 8, since we wanted to understand the effect of fimbrial force on the more

loosely-structured biofilms typical of high EPS production rates. A comparison of the structure

of the bacterial colony in the four computations at a time when the number of bacteria was

approximately 5000 is shown in Fig 7, showing both a perspective 3-D view of the bacterial

cells and a 2-D slice of the contours of bacteria concentration αB in the z = 0 plane. These 2-D

slices also show cells that lie within the region −0.01�z/L�0.01 surrounding the slice plane.

This figure shows that increase in number of fimbriae causes several significant changes in the

colony structure. In the case with no fimbriae (Case B-1), the colony has the shape of a slight

compressed ball shape, extending to a height of Δy/L = 0.39 and a width of Δx/L = 0.47. The

cells preferentially lie along the outer part of the colony, with a deficit in the bacteria

Fig 7. Comparison of bacterial colony structure for different values of fimbriae numbers per bacterial cell. Plots of cases (a) nfim = 0 (Case B-1), (b) nfim = 100 (Case

B-2), (c) nfim = 1000 (Case B-3), and (d) nfim = 5000 (Case B-4), are captured when the total number of cells is around 5000. Top: Three-dimensional scatter plots with

bacterial cells colored by their sizes. Bottom: Close-up slices in the z = 0 plane of the bacteria concentration αB. Particles shown in the lower plots lie in the region

−0.01�z/L�0.01 surrounding the slice plane.

https://doi.org/10.1371/journal.pone.0243280.g007
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concentration near the colony center. The cells themselves occur either in small clusters or sin-

gly, with neighboring cells having a strong tendency to align with each other. The addition of a

small number of fimbriae in Case B-2 (with nfim = 100) causes the colony to flatten more, with

the width increasing to Δx/L = 0.6 while the height remains approximately the same. The col-

ony becomes asymmetrical when the fimbriae number per cell is increases to 1000 (Case B-3)

and the fimbriae are observed to cluster into a small number of tightly-packed groups. For the

largest value of fimbriae number examined (nfim = 5000), the colony condenses into a tightly-

packed mushroom shape, with a narrow base and a broader ’head’. In this structure, there is

very little alignment of nearby particles with each other, but instead particles appear to be

nearly randomly oriented.

Fig 8A plots the average fraction of fimbriae per cell that are attached to other cells against

the number of cells in the bacterial colony. This number increases rapidly early in the compu-

tation, but then appears to flatten out, and in several cases seems to approach an asymptotic

value of between 10–25%. The fraction of attached fimbriae increases significantly with

increase in total number of fimbriae, which is consistent with the observation that the fimbrial

force makes the colony more tightly packed together. In Fig 8B, the average tension of one fim-

bria attachment is plotted as a function of number of cells. After some initial transients, this

measure appears to remain approximately constant at between 25–30% of the detachment ten-

sion Td. It is noted that from the values given in Table 1 for uncoiling fimbriae is Tuc/Td = 0.46

and for coiling fimbriae is Tc/Td = 0.19, so this result suggested that some fimbriae are in a coil-

ing state and others are in an uncoiling state.

Measures of the bacterial colony structure are plotted in Fig 9 as functions of number of

bacterial cells. A very significant increase is observed in the number of fimbriae contacts per

cell in Fig 9A, which more than doubles as the number of fimbriae is increased from 100 to

5000. The number of cell surface contacts also increases substantially, indicative of the bacte-

rial colony becoming tighter packed by the increasing fimbrial force as nfim increases. The bac-

terial colony porosity in Fig 9B decreases significantly as the number of fimbriae increases,

Fig 8. Plots showing diagnostics of fimbrial force as a function of number of bacterial cells. The numbers of fimbriae per bacterial cell for different cases

are nfim = 100 (blue, Case B-2), 1000 (green, Case B-3), and 5000 (red, Case B-4). Plots show (a) average number of attached fimbriae per cell, (b) average

fimbriae tension per cell.

https://doi.org/10.1371/journal.pone.0243280.g008
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again evidence that the cells within colony are becoming more tightly packed. In Fig 9C, we

see that the minimum value of nutrient concentration is only slightly influenced by the num-

ber of fimbriae, suggesting that this parameter is primarily dependent on the number of cells

and less sensitive to the colony structure.

A number of orientation measures were introduced by Chesnutt and Marshall [82] for

characterizing alignment of particles in a cluster. In particular, symmetry-axis-angle orientation
measure OI was defined to relate the symmetry axis orientation of two contacting spheroidal

particles, where OI = 0 indicates that the symmetry axes are perpendicular and OI = 1 indicates

that the symmetry axes are parallel. Summing this measure over all contacting pairs of particles

gives

OI ¼
1

2NT

XN

i¼1

XN

j¼1

aijjcosφijj; ð26Þ

where the aij equals unity if the particles are touching and zero otherwise, NT is the number of

touching particle pairs, and N is the number of particles. The time variation of OI is plotted as

a function of number of bacterial cells in Fig 10A, and observed to be nearly constant as the

biofilm grows. However, the value of OI decreases significantly as the number of fimbriae per

cell is increased, changing from about 0.92 for the case with no fimbriae (Case B-1) to 0.56 for

the case with nfim = 5000 (Case B-4). This parameter provides a quantitative measure of the

degree of alignment of nearby cells, and the observed decrease in this measure with nfim is con-

sistent with our previous qualitative observations that cells appear more randomly oriented

and less aligned with each other as the fimbriae number increases. The reason for this behavior

is that the fimbriae tension exerts a torque on cells in cases where the normal to the contact

point of the fimbriae capsule with the cell surface does not pass through the cell center. This

torque induces rapid rotation on a chain of particles that touch via the fimbriae connections,

causing them to lose alignment with their neighboring particles. For all cases, OI increases

with the total number of bacterial cells after the initial random state, which indicates that the

local orientation ordering increases at large numbers of cells. This observation is confirmed in

the experimental observation in Ref. [81].

Fig 9. Variation as a function of cell numbers of various diagnostic parameters. The numbers of fimbriae per bacterial cell for different cases are nfim = 0

(black, Case B-1), nfim = 100 (blue, Case B-2), nfim = 1000 (green, Case B-3), and nfim = 5000 (red, Case B-4). Plots show: (a) average number of fimbriae contacts

(solid curves) and direct surface contacts (dashed curves) per bacteria, (b) porosity within the bacterial colony, and (c) minimum value of nutrient concentration

cS,min/c0.

https://doi.org/10.1371/journal.pone.0243280.g009
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Fig 10B plots the number of agglomerates composing the bacterial colony as a function of

the number of cells. An agglomerate is defined as an assemblage of particles in which each par-

ticle is in contact with at least one other particle in the assemblage, such that a continuous path

between any two particles in the assemblage can be traced passing through these connected

particles. Fig 10B is based on cell-cell surface contact, and not fimbriae contact. For the case

with no fimbriae, the number of agglomerates in the colony is observed to increase with cell

number, increasing to approximately 1000 agglomerates by the end of the computation. This

behavior is characteristic of a very loose colony formed of dispersed clusters of particles that

are held together by the EPS. Inclusion of even a small number of fimbriae changes this struc-

ture abruptly. For instance, in the case with nfim = 100 (Case B-2), the colony is composed of a

single agglomerate during the initial third of the computation, after which this agglomerate

breaks up into 10–40 agglomerates during the latter two-thirds of the computation. For the

case with nfim = 1000 (Case B-3), the colony intermittently breaks up into 2–3 agglomerates

and then reforms into a single agglomerate. The case with nfim = 5000 (Case B-4) remains as a

single agglomerate throughout the computation. Therefore, the local interaction between bac-

terial cells, such as fimbrial force, has significant influence on the structure and orientation of

bacterial clusters, which is also reported for both experiments and modeling by Refs. [34, 43,

49].

Fig 11A and 11B show the long-time asymptotic value of porosity as a function of growth

rate ratio _ME=
_MB and number of fimbriae per bacterial cell. The porosity is observed to

increase with increase in _ME=
_MB as the EPS flow causes the bacterial colony to expand, and

the porosity decreases with increase in the number of fimbriae per cell as the fimbrial force

causes the colony to contract. The lines in Fig 11A and 11B represent best quadratic fits to the

data. Fig 11C shows the long-time asymptotic value of fraction of fimbriae that are attached to

other cells as a function of the number of fimbriae per cell. The line in this figure is a logarith-

mic best-fit curve. The fraction of fimbriae attached is observed to increase rapidly with total

number of fimbriae when this number is relatively small, varying from about nfim = 0−1000,

during which interval the colony is becoming increasingly compressed by the fimbrial force.

Fig 10. Variation as a function of cell numbers of two diagnostic parameters. The numbers of fimbriae per bacterial cell for different cases are nfim = 0

(black, Case B-1), nfim = 100 (blue, Case B-2), nfim = 1000 (green, Case B-3), and nfim = 5000 (red, Case B-4). Plots show (a) cell orientation parameter OI
and (b) number of agglomerates Nagg.

https://doi.org/10.1371/journal.pone.0243280.g010
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As the total number of fimbriae becomes large, the elastic repulsion of the bacteria resist fur-

ther compaction of the colony and the fraction of attached fimbriae is observed to be signifi-

cantly less sensitive to changes in the total number of fimbriae.

Conclusions

A hybrid computational method was developed for biofilm growth with cells of either spheri-

cal and rod-like (spherocylindrical) shapes. The model utilizes continuum mixture theory to

simulate the different flow fields of water and EPS (as well as diffusion of nutrients, minerals

and other chemicals through the water), while employing an adhesive discrete-element

method to resolve interactions between individual bacterial cells. The continuum approach for

water and EPS allows us to account for the important influences of osmotic pressure gradient,

EPS viscous shear and EPS-water interfacial force, while the discrete simulation of individual

cells allows us to incorporate important forces acting on the cells from drag due to motion of

the cells relative to the EPS and as well as from forces such as lubrication, collision and adhe-

sion forces between nearby cells.

Of particular focus in the current paper is the fimbrial force, in which the hair-like fimbriae

appendages of one cell attach to a neighboring cell and exert a tensile force, as well as a related

torque, on each attached cell. The fimbrial force is well known from experimental investiga-

tions to be of critical importance for biofilm development, but the role of fimbrial force on bio-

film structural development has not been studied to date in the computational literature. We

report on two related series of simulations designed to illuminate the competing influence of

EPS drag and fimbrial force on a growing biofilm bacterial colony. The first computational set

examines the significance of EPS flow on the bacterial colony by varying the ratio _ME=
_MB of

EPS to bacterial production rate from 0 to 8. The bacterial colony is observed to transition

from a single tightly-packed colony for small values of this ratio to an asymmetric structure

with multiple nodes (or clusters) of cells, connected by thinner strands, for large values of this

ratio. The second set of computations was designed to investigate the significance of fimbrial

force for cases with relatively large values of _ME=
_MB, by varying the number of fimbriae per

cell from nfim = 0 to 5000. These computations illustrate well the important role of the fimbriae

in holding the bacterial colony together. With no fimbriae, the colony breaks up into small

Fig 11. Steady state values of different parameters under different conditions. Plots showing long-time asymptotic values of (a) porosity at different growth rate

ratio _M_
E=

_M_
B, (b) porosity at different numbers of fimbriae per bacterial cell, and (c) average fraction of attached fimbriae at different numbers of fimbriae per

bacterial cell. Solid lines indicate best-fit curves of quadratic form in (a) and (b) and logarithmic form in (c).

https://doi.org/10.1371/journal.pone.0243280.g011
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clusters of cells attached to each other by van der Waals surface adhesion, where all of these

clusters are suspended in the biofilm by the EPS. As the fimbriae number is increased, these

individual cell clusters coalesce into a single agglomerate.

Comparing with other simulation studies, our model captures the key advantages of both

discrete and continuous biofilm growth models. It captures the effects of EPS osmotic spread-

ing of biofilms under different growth rate ratios, as reported by Seminara et al. [41] and Yan

et al. [83], and it reduces to a model similar to that Cogan & Keener [39] when the bacteria are

restricted to move with the EPS. In the discrete part of the model, it confirms that cell number

in a biofilm is a key parameter affecting colony structure. As the total cell number increases,

both the number of cell contacts and the cell orientation match the qualitative trend described

in experimental studies [81]. We have demonstrated that varying local interaction between

individual cells, such as the total fimbriae number and EPS growth rate, can lead to qualitative

change in the structural form of the bacterial colony. The overall shape of the bacterial colony

observed in our simulations is similar to that noted in a number of other experimental studies

[43, 49] and numerical analyses [34, 37, 42].

The current paper demonstrates that fimbrial force and cell drag associated with EPS pro-

duction (and related relative flow of EPS past the cells) are significant effects that oppose each

other during biofilm bacterial colony development. The ultimate structural form of a colony is

largely dependent on the balance between these two competing effects.

Supporting information

S1 Table. Range and nominal values of various biofilm parameters. (References available

from Jin et al. [44]).

(DOCX)

Acknowledgments

The authors appreciate discussions on biofilm modeling with Dr. Matthew Wargo of the

Department of Microbiology and Molecular Genetics at the University of Vermont.

Author Contributions

Conceptualization: Xing Jin, Jeffrey S. Marshall.

Data curation: Xing Jin.

Formal analysis: Xing Jin, Jeffrey S. Marshall.

Funding acquisition: Jeffrey S. Marshall.

Investigation: Xing Jin, Jeffrey S. Marshall.

Methodology: Xing Jin, Jeffrey S. Marshall.

Project administration: Jeffrey S. Marshall.

Resources: Jeffrey S. Marshall.

Software: Xing Jin, Jeffrey S. Marshall.

Supervision: Jeffrey S. Marshall.

Validation: Xing Jin, Jeffrey S. Marshall.

Visualization: Xing Jin, Jeffrey S. Marshall.

Writing – original draft: Jeffrey S. Marshall.

PLOS ONE Mechanics of biofilms formed of bacteria with fimbriae appendages

PLOS ONE | https://doi.org/10.1371/journal.pone.0243280 December 8, 2020 18 / 22

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0243280.s001
https://doi.org/10.1371/journal.pone.0243280


Writing – review & editing: Jeffrey S. Marshall.

References
1. Mazza MG. The physics of biofilms—An introduction. Journal of Physics D: Applied Physics. 2016; 49:

203001. https://doi.org/10.1088/0022-3727/49/20/203001

2. Lewandowski Z, Boltz JP. Biofilms in water and wastewater treatment. In: Wilderer P, editor. Treatise

on water science. Elsevier Science; 2011. pp. 529–570. https://doi.org/10.1016/B978-0-444-53199-5.

00095–6

3. Lear G. Biofilms in bioremediation: current research and emerging technologies. Norfolk, United King-

dom: Caister Academic Press; 2016.

4. Flemming H-C. Why microorganisms live in biofilms and the problem of biofouling. In: Flemming H-C,

Murthy PS, Venkatesan R, Cooksey K, editors. Marine and industrial biofouling. Berlin, Heidelberg:

Springer Berlin Heidelberg; 2009. pp. 3–12.

5. Srey S, Jahid IK, Ha SD. Biofilm formation in food industries: A food safety concern. Food Control.

2013; 31: 572–585. https://doi.org/10.1016/j.foodcont.2012.12.001

6. Giaouris E, Heir E, Hébraud M, Chorianopoulos N, Langsrud S, Møretrø T, et al. Attachment and biofilm

formation by foodborne bacteria in meat processing environments: Causes, implications, role of bacte-

rial interactions and control by alternative novel methods. Meat Science. 2014; 97: 298–309. https://doi.

org/10.1016/j.meatsci.2013.05.023 PMID: 23747091

7. Costerton JW, Stewart PS, Greenberg EP. Bacterial biofilms: A common cause of persistent infections.

Science. 1999; 284: 1318–1322. https://doi.org/10.1126/science.284.5418.1318 PMID: 10334980

8. Srivastava S, Bhargava A. Biofilms and human health. Biotechnology Letters. 2016; 38: 1–22. https://

doi.org/10.1007/s10529-015-1960-8 PMID: 26386834

9. Proft T, Baker EN. Pili in Gram-negative and Gram-positive bacteria—Structure, assembly and their

role in disease. Cellular and Molecular Life Sciences. 2009; 66: 613–635. https://doi.org/10.1007/

s00018-008-8477-4 PMID: 18953686

10. Piepenbrink KH, Sundberg EJ. Motility and adhesion through type IV pili in Gram-positive bacteria. Bio-

chemical Society Transactions. 2016; 44: 1659–1666. https://doi.org/10.1042/BST20160221 PMID:

27913675

11. Melville S, Craig L. Type IV pili in Gram-positive bacteria. Microbiology and Molecular Biology Reviews.

2013; 77: 323–341. https://doi.org/10.1128/MMBR.00063-12 PMID: 24006467

12. Aprikian P, Interlandi G, Kidd BA, le Trong I, Tchesnokova V, Yakovenko O, et al. The bacterial fimbrial

tip acts as a mechanical force sensor. PLoS Biology. 2011; 9. https://doi.org/10.1371/journal.pbio.

1000617 PMID: 21572990

13. Berne C, Ducret A, Hardy GG, Brun YV. Adhesins involved in attachment to abiotic surfaces by Gram-

negative bacteria. Microbiology Spectrum. 2015; 3(4): 163–199. https://doi.org/10.1128/microbiolspec.

MB-0018-2015 PMID: 26350310

14. Chen F-J, Chan C-H, Huang Y-J, Liu K-L, Peng H-L, Chang H-Y, et al. Structural and mechanical prop-

erties of Klebsiella pneumoniae type 3 fimbriae. Journal of Bacteriology. 2011; 193: 1718–1725. https://

doi.org/10.1128/JB.01395-10 PMID: 21239584

15. Forero M, Yakovenko O, Sokurenko E v., Thomas WE, Vogel V. Uncoiling mechanics of Escherichia

coli type I fimbriae are optimized for catch bonds. PLoS Biology. 2006; 4: 1509–1516. https://doi.org/10.

1371/journal.pbio.0040298 PMID: 16933977

16. Hancock V, Witsø IL, Klemm P. Biofilm formation as a function of adhesin, growth medium, substratum

and strain type. International Journal of Medical Microbiology. 2011; 301: 570–576. https://doi.org/10.

1016/j.ijmm.2011.04.018 PMID: 21646046

17. Schroll C, Barken KB, Krogfelt KA, Struve C. Role of type 1 and type 3 fimbriae in Klebsiella pneumo-

niae biofilm formation. BMC Microbiology. 2010; 10: 179. https://doi.org/10.1186/1471-2180-10-179

PMID: 20573190

18. di Martino P, Cafferini N, Joly B, Darfeuille-Michaud A. Klebsiella pneumoniae type 3 pili facilitate adher-

ence and biofilm formation on abiotic surfaces. Research in Microbiology. 2003; 154: 9–16. https://doi.

org/10.1016/s0923-2508(02)00004-9 PMID: 12576153

19. Murphy CN, Mortensen MS, Krogfelt KA, Clegg S. Role of klebsiella pneumoniae type 1 and type 3 fim-

briae in colonizing silicone tubes implanted into the bladders of mice as a model of catheter-associated

urinary tract infections. Infection and Immunity. 2013; 81: 3009–3017. https://doi.org/10.1128/IAI.

00348-13 PMID: 23753626

PLOS ONE Mechanics of biofilms formed of bacteria with fimbriae appendages

PLOS ONE | https://doi.org/10.1371/journal.pone.0243280 December 8, 2020 19 / 22

https://doi.org/10.1088/0022-3727/49/20/203001
https://doi.org/10.1016/B978-0-444-53199-5.00095%26%23x2013%3B6
https://doi.org/10.1016/B978-0-444-53199-5.00095%26%23x2013%3B6
https://doi.org/10.1016/j.foodcont.2012.12.001
https://doi.org/10.1016/j.meatsci.2013.05.023
https://doi.org/10.1016/j.meatsci.2013.05.023
http://www.ncbi.nlm.nih.gov/pubmed/23747091
https://doi.org/10.1126/science.284.5418.1318
http://www.ncbi.nlm.nih.gov/pubmed/10334980
https://doi.org/10.1007/s10529-015-1960-8
https://doi.org/10.1007/s10529-015-1960-8
http://www.ncbi.nlm.nih.gov/pubmed/26386834
https://doi.org/10.1007/s00018-008-8477-4
https://doi.org/10.1007/s00018-008-8477-4
http://www.ncbi.nlm.nih.gov/pubmed/18953686
https://doi.org/10.1042/BST20160221
http://www.ncbi.nlm.nih.gov/pubmed/27913675
https://doi.org/10.1128/MMBR.00063-12
http://www.ncbi.nlm.nih.gov/pubmed/24006467
https://doi.org/10.1371/journal.pbio.1000617
https://doi.org/10.1371/journal.pbio.1000617
http://www.ncbi.nlm.nih.gov/pubmed/21572990
https://doi.org/10.1128/microbiolspec.MB-0018-2015
https://doi.org/10.1128/microbiolspec.MB-0018-2015
http://www.ncbi.nlm.nih.gov/pubmed/26350310
https://doi.org/10.1128/JB.01395-10
https://doi.org/10.1128/JB.01395-10
http://www.ncbi.nlm.nih.gov/pubmed/21239584
https://doi.org/10.1371/journal.pbio.0040298
https://doi.org/10.1371/journal.pbio.0040298
http://www.ncbi.nlm.nih.gov/pubmed/16933977
https://doi.org/10.1016/j.ijmm.2011.04.018
https://doi.org/10.1016/j.ijmm.2011.04.018
http://www.ncbi.nlm.nih.gov/pubmed/21646046
https://doi.org/10.1186/1471-2180-10-179
http://www.ncbi.nlm.nih.gov/pubmed/20573190
https://doi.org/10.1016/s0923-2508%2802%2900004-9
https://doi.org/10.1016/s0923-2508%2802%2900004-9
http://www.ncbi.nlm.nih.gov/pubmed/12576153
https://doi.org/10.1128/IAI.00348-13
https://doi.org/10.1128/IAI.00348-13
http://www.ncbi.nlm.nih.gov/pubmed/23753626
https://doi.org/10.1371/journal.pone.0243280


20. Wang H, Wilksch JJ, Chen L, Tan JWH, Strugnell RA, Gee ML. Influence of fimbriae on bacterial adhe-

sion and viscoelasticity and correlations of the two properties with biofilm formation. Langmuir. 2017;

33: 100–106. https://doi.org/10.1021/acs.langmuir.6b03764 PMID: 27959542

21. Bak G, Lee J, Suk S, Kim D, Young Lee J, Kim K, et al. Identification of novel sRNAs involved in biofilm

formation, motility and fimbriae formation in Escherichia coli. Scientific Reports. 2015; 5: 15287. https://

doi.org/10.1038/srep15287 PMID: 26469694

22. Zuberi A, Ahmad N, Khan AU. CRISPRi induced suppression of fimbriae gene (fimH) of a uropatho-

genic Escherichia coli: An approach to inhibit microbial biofilms. Frontiers in Immunology. 2017; 8:

1552. https://doi.org/10.3389/fimmu.2017.01552 PMID: 29181009

23. Lasaro MA, Salinger N, Zhang J, Wang Y, Zhong Z, Goulian M, et al. F1C fimbriae play an important

role in biofilm formation and intestinal colonization by the escherichia coli commensal strain nissle 1917.

Applied and Environmental Microbiology. 2009; 75: 246–251. https://doi.org/10.1128/AEM.01144-08

PMID: 18997018

24. Rodrigues DF, Elimelech M. Role of type 1 fimbriae and mannose in the development of Escherichia

coli K12 biofilm: From initial cell adhesion to biofilm formation. Biofouling. 2009; 25: 401–411. https://

doi.org/10.1080/08927010902833443 PMID: 19306144

25. Wang L, Keatch R, Zhao Q, Wright JA, Bryant CE, Redmann AL, et al. Influence of type I fimbriae and

fluid shear stress on bacterial behavior and multicellular architecture of early Escherichia coli biofilms at

single-cell resolution. Applied and Environmental Microbiology. 2018; 84: 2343–2360. https://doi.org/

10.1128/AEM.02343-17 PMID: 29330179

26. Cohen N, Zhou H, Hay AG, Radian A. Curli production enhances clay-E. coli aggregation and sedimen-

tation. Colloids and Surfaces B: Biointerfaces. 2019; 182: 110361. https://doi.org/10.1016/j.colsurfb.

2019.110361 PMID: 31351270

27. McLay RB, Nguyen HN, Jaimes-Lizcano YA, Dewangan NK, Alexandrova S, Rodrigues DF, et al. Level

of fimbriation alters the adhesion of Escherichia coli bacteria to interfaces. Langmuir. 2018; 34: 1133–

1142. https://doi.org/10.1021/acs.langmuir.7b02447 PMID: 28976770

28. Horn H, Lackner S. Modeling of biofilm systems: A review. Advances in Biochemical Engineering/Bio-

technology. 2014; 146: 53–76. https://doi.org/10.1007/10_2014_275 PMID: 25163572

29. Klapper I, Dockeryt J. Mathematical description of microbial biofilms. SIAM Review. 2010; 52: 221–265.

https://doi.org/10.1137/080739720

30. Mattei MR, Frunzo L, D’Acunto B, Pechaud Y, Pirozzi F, Esposito G. Continuum and discrete approach

in modeling biofilm development and structure: a review. Journal of Mathematical Biology. 2018; 76:

945–1003. https://doi.org/10.1007/s00285-017-1165-y PMID: 28741178

31. Kreft JU, Picioreanu C, Wimpenny JWT, van Loosdrecht MCM. Individual-based modelling of biofilms.

Microbiology. 2001; 147: 2897–2912. https://doi.org/10.1099/00221287-147-11-2897 PMID: 11700341

32. Alpkvist E, Klapper I. Description of mechanical response including detachment using a novel particle

model of biofilm/flow interaction. Water Science and Technology. 2007; 55: 265–273. https://doi.org/10.

2166/wst.2007.267 PMID: 17546995

33. von der Schulenburg DAG, Pintelon TRR, Picioreanu C, van Loosdrecht MCM, Johns ML. Three-

dimensional simulations of biofilm growth in porous media. AIChE Journal. 2009; 55: 494–504. https://

doi.org/10.1002/aic.11674

34. Storck T, Picioreanu C, Virdis B, Batstone DJ. Variable cell morphology approach for individual-based

modeling of microbial communities. Biophysical Journal. 2014; 106: 2037–2048. https://doi.org/10.

1016/j.bpj.2014.03.015 PMID: 24806936

35. Dillon RH, Zhuo J. Using the immersed boundary method to model complex fluids-structure interaction

in sperm motility. Discrete and Continuous Dynamical Systems—Series B. 2011; 15: 343–355. https://

doi.org/10.3934/dcdsb.2011.15.343

36. Vo GD, Brindle E, Heys J. An experimentally validated immersed boundary model of fluid-biofilm inter-

action. Water Science and Technology. 2010; 61: 3033–3040. https://doi.org/10.2166/wst.2010.213

PMID: 20555199

37. Popławski NJ, Shirinifard A, Swat M, Glazier JA. Simulation of single-species bacterial-biofilm growth

using the Gglazier-Graner-Hogeweg model and the CompuCell3D modeling environment. Mathemati-

cal Biosciences and Engineering. 2008; 5: 355–388. https://doi.org/10.3934/mbe.2008.5.355 PMID:

18613738

38. Acemel RD, Govantes F, Cuetos A. Computer simulation study of early bacterial biofilm development.

Scientific Reports. 2018; 8: 5340. https://doi.org/10.1038/s41598-018-23524-x PMID: 29593289

39. Cogan NG, Keener JP. The role of the biofilm matrix in structural development. Mathematical Medicine

and Biology. 2004; 21: 147–166. https://doi.org/10.1093/imammb/21.2.147 PMID: 15228104

PLOS ONE Mechanics of biofilms formed of bacteria with fimbriae appendages

PLOS ONE | https://doi.org/10.1371/journal.pone.0243280 December 8, 2020 20 / 22

https://doi.org/10.1021/acs.langmuir.6b03764
http://www.ncbi.nlm.nih.gov/pubmed/27959542
https://doi.org/10.1038/srep15287
https://doi.org/10.1038/srep15287
http://www.ncbi.nlm.nih.gov/pubmed/26469694
https://doi.org/10.3389/fimmu.2017.01552
http://www.ncbi.nlm.nih.gov/pubmed/29181009
https://doi.org/10.1128/AEM.01144-08
http://www.ncbi.nlm.nih.gov/pubmed/18997018
https://doi.org/10.1080/08927010902833443
https://doi.org/10.1080/08927010902833443
http://www.ncbi.nlm.nih.gov/pubmed/19306144
https://doi.org/10.1128/AEM.02343-17
https://doi.org/10.1128/AEM.02343-17
http://www.ncbi.nlm.nih.gov/pubmed/29330179
https://doi.org/10.1016/j.colsurfb.2019.110361
https://doi.org/10.1016/j.colsurfb.2019.110361
http://www.ncbi.nlm.nih.gov/pubmed/31351270
https://doi.org/10.1021/acs.langmuir.7b02447
http://www.ncbi.nlm.nih.gov/pubmed/28976770
https://doi.org/10.1007/10%5F2014%5F275
http://www.ncbi.nlm.nih.gov/pubmed/25163572
https://doi.org/10.1137/080739720
https://doi.org/10.1007/s00285-017-1165-y
http://www.ncbi.nlm.nih.gov/pubmed/28741178
https://doi.org/10.1099/00221287-147-11-2897
http://www.ncbi.nlm.nih.gov/pubmed/11700341
https://doi.org/10.2166/wst.2007.267
https://doi.org/10.2166/wst.2007.267
http://www.ncbi.nlm.nih.gov/pubmed/17546995
https://doi.org/10.1002/aic.11674
https://doi.org/10.1002/aic.11674
https://doi.org/10.1016/j.bpj.2014.03.015
https://doi.org/10.1016/j.bpj.2014.03.015
http://www.ncbi.nlm.nih.gov/pubmed/24806936
https://doi.org/10.3934/dcdsb.2011.15.343
https://doi.org/10.3934/dcdsb.2011.15.343
https://doi.org/10.2166/wst.2010.213
http://www.ncbi.nlm.nih.gov/pubmed/20555199
https://doi.org/10.3934/mbe.2008.5.355
http://www.ncbi.nlm.nih.gov/pubmed/18613738
https://doi.org/10.1038/s41598-018-23524-x
http://www.ncbi.nlm.nih.gov/pubmed/29593289
https://doi.org/10.1093/imammb/21.2.147
http://www.ncbi.nlm.nih.gov/pubmed/15228104
https://doi.org/10.1371/journal.pone.0243280


40. Klapper I, Dockery J. Role of cohesion in the material description of biofilms. Physical Review E—Sta-

tistical, Nonlinear, and Soft Matter Physics. 2006; 74: 1–8. https://doi.org/10.1103/PhysRevE.74.

031902 PMID: 17025662

41. Seminara A, Angelini TE, Wilking JN, Vlamakis H, Ebrahim S, Kolter R, et al. Osmotic spreading of

Bacillus subtilis biofilms driven by an extracellular matrix. Proceedings of the National Academy of Sci-

ences of the United States of America. 2012; 109: 1116–1121. https://doi.org/10.1073/pnas.

1109261108 PMID: 22232655

42. Warren MR, Sun H, Yan Y, Cremer J, Li B, Hwa T. Spatiotemporal establishment of dense bacterial col-

onies growing on hard agar. eLife. 2019; 8: e41093. https://doi.org/10.7554/eLife.41093 PMID:

30855227

43. Beroz F, Yan J, Meir Y, Sabass B, Stone HA, Bassler BL, et al. Verticalization of bacterial biofilms.

Nature Physics. 2018; 14: 954–960. https://doi.org/10.1038/s41567-018-0170-4 PMID: 30906420

44. Jin X, Marshall JS, Wargo MJ. Hybrid model of bacterial biofilm growth. Bulletin of Mathematical Biol-

ogy. 2020; 82: 27. https://doi.org/10.1007/s11538-020-00701-6 PMID: 32008118

45. Marshall JS. Discrete-element modeling of particulate aerosol flows. Journal of Computational Physics.

2009; 228: 1541–1561. https://doi.org/10.1016/j.jcp.2008.10.035

46. Li S, Marshall JS, Liu G, Yao Q. Adhesive particulate flow: The discrete-element method and its applica-

tion in energy and environmental engineering. Progress in Energy and Combustion Science. 2011; 37:

633–668. https://doi.org/10.1016/j.pecs.2011.02.001

47. Marshall JS, Li S. Adhesive particle flow: A discrete element approach. New York: Cambridge Univer-

sity Press; 2014.

48. Nadell CD, Drescher K, Foster KR. Spatial structure, cooperation and competition in biofilms. Nature

Reviews Microbiology. 2016; 14: 589–600. https://doi.org/10.1038/nrmicro.2016.84 PMID: 27452230

49. Yan J, Sharo AG, Stone HA, Wingreen NS, Bassler BL. Vibrio cholerae biofilm growth program and

architecture revealed by single-cell live imaging. Proceedings of the National Academy of Sciences of

the United States of America. 2016; 113: e5337–e5343. https://doi.org/10.1073/pnas.1611494113

PMID: 27555592

50. Picioreanu C, Loosdrecht MCM van, Heijnen JJ. Effect of diffusive and convective substrate transport

on biofilm structure formation: A two-dimensional modeling study. Biotechnology and Bioengineering.

2000; 69: 504–515. Available: http://www.cheric.org/research/tech/periodicals/view.php?seq=297350

https://doi.org/10.1002/1097-0290(20000905)69:5<504::aid-bit5>3.0.co;2-s PMID: 10898860

51. Shaw T, Winston M, Rupp CJ, Klapper I, Stoodley P. Commonality of elastic relaxation times in biofilms.

Physical Review Letters. 2004; 93: 1–4. https://doi.org/10.1103/PhysRevLett.93.098102 PMID:

15447143

52. Chhabra RP, Uhlherr PHT, Boger D v. The influence of fluid elasticity on the drag coefficient for creeping

flow around a sphere. Journal of Non-Newtonian Fluid Mechanics. 1980; 6: 187–199. https://doi.org/10.

1016/0377-0257(80)80002-4

53. Jeffery GB. The motion of ellipsoidal particles immersed in a viscous fluid. Proceedings of the Royal

Society of London Series A. 1922; 102: 161–179. https://doi.org/10.1098/rspa.1922.0078

54. Gallily I, Cohen AH. On the orderly nature of the motion of nonspherical aerosol particles. II. Inertial colli-

sion between a spherical large droplet and an axially symmetrical elongated particle. Journal of Colloid

and Interface Science. 1979; 68: 338–356. https://doi.org/10.1016/0021-9797(79)90287-X

55. Happel J, Brenner H. Low Reynolds number hydrodynamics with special applications to particulate

media. Springer Science. Springer, Dordrecht; 1973. https://doi.org/10.1126/science.182.4110.336

PMID: 17841305

56. Chesnutt JKW, Marshall JS. Blood cell transport and aggregation using discrete ellipsoidal particles.

Computers and Fluids. 2009; 38: 1782–1794. https://doi.org/10.1016/j.compfluid.2009.04.002

57. Johnson K, Kendall K, Roberts AD. Surface energy and the contact of elastic solids. Proceedings of the

Royal Society of London A. 1971; 324: 301–313. https://doi.org/10.1098/rspa.1971.0141

58. Kumar R, Sarkar A, Ketterhagen W, Hancock B, Curtis J, Wassgren C. Influence of normal contact

force model on simulations of spherocylindrical particles. AIChE Journal. 2018; 64: 1986–2001. https://

doi.org/10.1002/aic.16082

59. Jin X, Marshall JS. Influence of cell interaction forces on growth of bacterial biofilms. Physics of Fluids.

2020; 32(9): 091902. https://doi.org/10.1063/5.0021126

60. Monod J. The growth of bacterial cultures. Annual Review of Microbiology. 1949; 3: 371–394. https://

doi.org/10.1146/annurev.mi.03.100149.002103

61. Horn H, Neu TR, Wulkow M. Modelling the structure and function of extracellular polymeric substances

in biofilms with new numerical techniques. Water Science and Technology. 2001; 43: 121–127. https://

doi.org/10.2166/wst.2001.0355 PMID: 11381957

PLOS ONE Mechanics of biofilms formed of bacteria with fimbriae appendages

PLOS ONE | https://doi.org/10.1371/journal.pone.0243280 December 8, 2020 21 / 22

https://doi.org/10.1103/PhysRevE.74.031902
https://doi.org/10.1103/PhysRevE.74.031902
http://www.ncbi.nlm.nih.gov/pubmed/17025662
https://doi.org/10.1073/pnas.1109261108
https://doi.org/10.1073/pnas.1109261108
http://www.ncbi.nlm.nih.gov/pubmed/22232655
https://doi.org/10.7554/eLife.41093
http://www.ncbi.nlm.nih.gov/pubmed/30855227
https://doi.org/10.1038/s41567-018-0170-4
http://www.ncbi.nlm.nih.gov/pubmed/30906420
https://doi.org/10.1007/s11538-020-00701-6
http://www.ncbi.nlm.nih.gov/pubmed/32008118
https://doi.org/10.1016/j.jcp.2008.10.035
https://doi.org/10.1016/j.pecs.2011.02.001
https://doi.org/10.1038/nrmicro.2016.84
http://www.ncbi.nlm.nih.gov/pubmed/27452230
https://doi.org/10.1073/pnas.1611494113
http://www.ncbi.nlm.nih.gov/pubmed/27555592
http://www.cheric.org/research/tech/periodicals/view.php?seq=297350
https://doi.org/10.1002/1097-0290%2820000905%2969%3A5%26lt%3B504%3A%3Aaid-bit5%26gt%3B3.0.co%3B2-s
http://www.ncbi.nlm.nih.gov/pubmed/10898860
https://doi.org/10.1103/PhysRevLett.93.098102
http://www.ncbi.nlm.nih.gov/pubmed/15447143
https://doi.org/10.1016/0377-0257%2880%2980002-4
https://doi.org/10.1016/0377-0257%2880%2980002-4
https://doi.org/10.1098/rspa.1922.0078
https://doi.org/10.1016/0021-9797%2879%2990287-X
https://doi.org/10.1126/science.182.4110.336
http://www.ncbi.nlm.nih.gov/pubmed/17841305
https://doi.org/10.1016/j.compfluid.2009.04.002
https://doi.org/10.1098/rspa.1971.0141
https://doi.org/10.1002/aic.16082
https://doi.org/10.1002/aic.16082
https://doi.org/10.1063/5.0021126
https://doi.org/10.1146/annurev.mi.03.100149.002103
https://doi.org/10.1146/annurev.mi.03.100149.002103
https://doi.org/10.2166/wst.2001.0355
https://doi.org/10.2166/wst.2001.0355
http://www.ncbi.nlm.nih.gov/pubmed/11381957
https://doi.org/10.1371/journal.pone.0243280


62. Gonzo EE, Wuertz S, Rajal VB. Net growth rate of continuum heterogeneous biofilms with inhibition

kinetics. npj Biofilms and Microbiomes. 2018; 4: 5. https://doi.org/10.1038/s41522-017-0045-y PMID:

29531777

63. Legner M, McMillen DR, Cvitkovitch DG. Role of dilution rate and nutrient availability in the formation of

microbial biofilms. Frontiers in Microbiology. 2019; 10: 916. https://doi.org/10.3389/fmicb.2019.00916

PMID: 31114560

64. Picioreanu C, van Loosdrecht MCM, Heijnen JJ. A new combined differential-discrete cellular automa-

ton approach for biofilm modeling: Application for growth in gel beads. Biotechnology and Bioengineer-

ing. 1998; 57: 718–731. https://doi.org/10.1002/(SICI)1097-0290(19980320)57:6<718::AID-BIT9>3.0.

CO;2-O PMID: 10099251

65. Melaugh G, Hutchison J, Kragh KN, Irie Y, Roberts A, Bjarnsholt T, et al. Shaping the growth behaviour

of biofilms initiated from bacterial aggregates. PLoS ONE. 2016; 11: 1–18. https://doi.org/10.1371/

journal.pone.0149683 PMID: 26934187
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