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Hybrid modelling of individual movement and
collective behaviour

Benjamin Franz and Radek Erban

Abstract Mathematical models of dispersal in biological systems areoften written
in terms of partial differential equations (PDEs) which describe the time evolution
of population-level variables (concentrations, densities). A more detailed modelling
approach is given by individual-based (agent-based) models which describe the be-
haviour of each organism. In recent years, an intermediate modelling methodology
– hybrid modelling – has been applied to a number of biological systems. These
hybrid models couple an individual-based description of cells/animals with a PDE-
model of their environment. In this chapter, we overview hybrid models in the litera-
ture with the focus on the mathematical challenges of this modelling approach. The
detailed analysis is presented using the example of chemotaxis, where cells move
according to extracellular chemicals that can be altered bythe cells themselves. In
this case, individual-based models of cells are coupled with PDEs for extracellu-
lar chemical signals. Travelling waves in these hybrid models are investigated. In
particular, we show that in contrary to the PDEs, hybrid chemotaxis models only
develop a transient travelling wave.

1 Introduction

There are two fundamentally different approaches to the mathematical modelling
of systems of interacting individuals (cells, animals) in biology. If the number of
individuals is large, one often uses a continuum population-level approach, which
yields partial differential equations (PDEs) for the spatially-distributed densities of
individuals [35]. The advantage of PDE-based modelling is awell-developed mathe-
matical theory and a number of existing numerical solvers which can be used to effi-
ciently simulate the system behaviour. However, continuumapproximation becomes
inaccurate if smaller groups of individuals are studied, and agent-based (individual-
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based) models become the method of choice [10, 44]. Examplescan be found in
zoological applications, like behaviour of fish schools, bird flocks and locust groups
[9, 45]. The individual behaviour of the agents is modelled as well as the interac-
tion (e.g. attraction or repulsion) between them [11]. A number of these agents are
then simulated on the computer and their collective behaviour is analysed. This ap-
proach allows for a more detailed description of the individual behaviour and does
not discount various stochastic effects caused by a finite number of individuals. On
the other hand mathematical analysis is often hard to achieve and simulations can
be computationally intensive.

Another problem with purely agent-based models is that it ischallenging to in-
corporate influences the agents might have on their environment. This is important
whenever agents interact indirectly by modifying their (evolving) environment. A
classical example is modelling chemotaxis where individual cells modify (secrete,
consume) extracellular chemical signals which diffuse in the extracellular space
[12, 18]. In this case, ahybrid modellingframework that seeks to combine the ad-
vantages of continuum and agent-based models is often used.The main idea of this
modelling approach is to describe some species as a continuum and some species as
a set of agents. For example, Dallon and Othmer [12] developed a hybrid model for
chemotaxis of slime moldDictyostelium discoideumin which the cells are treated
as individuals in a continuum field of the chemoattractant which evolves according
to a reaction-diffusion PDE. A similar hybrid modelling framework has also been
applied to chemotaxis of bacteria [13, 51] and leukocytes [22]. The use of the hy-
brid approach allows for faster simulations than the purelyagent-based model which
would treat extracellular chemicals as another set of agents. Extracellular signalling
molecules are much smaller and more abundant than cells. This property is often
used to justify that extracellular chemicals can be described as a continuum [12].

The use of hybrid models is becoming more widespread especially with the grow-
ing computational power that allows to consider more complex systems in this man-
ner, including modelling tumour growth [39] and forest dynamics [33]. In cancer bi-
ology, several hybrid cellular automaton models have been proposed in the literature
[40, 41]. For example, Smallbone et al. [41] coupled a two-dimensional cellular au-
tomaton model (describing cells) with continuum (PDE-based models) of glucose,
H+ and oxygen concentrations, building on the previous work ofPatel et al. [39]
and Alarćon et al. [3]. A similar hybrid approach has been used in a number of other
studies in cancer biology [4, 21, 36]. A hybrid forest model with trees modelled as
agents and a continuum approach used for oxygen and other atmospheric gases is
presented in [33]. In economical research hybrid models areused to estimate prices
in the petrol market [25] and in general markets with a non uniform spatial demand
of products [26, 27]. In these models the demand is describedas a continuous func-
tion of space whereas the retailers are considered as agents.

The term hybrid modelling is sometimes applied for models which use both
individual-based and continuum description for the same physical quantity. For ex-
ample, a “hybrid” model for the spread of an epidemic diseaseis presented in [8]. It
initially considers infected individuals as agents, but switches to a continuum model
when the number of infected people in an area rises above a threshold. Coupling
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reaction-diffusion models with a different level of detailin different parts of the
computational domain is presented in [15, 19]. “Hybrid” models of this type are
useful because they can lead to computational savings. However, in this chapter, we
will focus on hybrid models which describe some system components (e.g. cells
or animals) as individual agents and some components (e.g. external chemicals) as
continuum fields. The choice which description is used for each species is made at
the beginning and will not change during the course of the simulation. We will sum-
marise the progress in hybrid models which satisfy this definition, and clarify some
of the problems and difficulties that arise from their use.

The outline of this chapter is as follows. Section 2 will givea short overview
of the PDE-based and agent-based modelling approaches before the general math-
ematical framework for hybrid models is introduced in Section 3. Hybrid models
can be considered as extensions of (purely) agent-based models. Therefore, their
computer implementation often forms an integral part of themodel. We will dis-
cuss it in detail in Section 4 where we describe the numericalsimulation of hybrid
models drawing special attention to the different treatment of the continuum and the
agent-based subsystems as well as the problem of matching the two parts. In order
to give a more practical insight into the topic we will perform a case study of a hy-
brid chemotactic model in Section 5. This case study will also be used to show some
qualitative and quantitative differences that can occur when using a hybrid model
instead of the corresponding continuum model.

2 Continuum vs. agent-based models

Hybrid modelling is an intermediate approach between continuum (PDE-based)
models and agent-based models of systems of interacting individuals. In this section
we briefly review these common modelling approaches in mathematical terms. We
will make use of our notation later in Section 3 when hybrid models are considered.

Continuum (mean-field) models give rules for the evolution of the spatially de-
pendent concentration vectorc≡ c(x, t) wherex ∈ Ω ⊂ R

m, m= 1,2 or 3, andt is
the simulation time. The components of the vectorc can be densities of individu-
als (cells, animals) and concentrations of extracellular signals. As the concentration
vectorc can change both with positionx and timet, a general continuum model
takes the form

∂c
∂ t

= L (c,x, t) x ∈ Ω , (1)

whereL is an operator onc, which in most practical cases will be a differential
or integral operator. To uniquely describe the time evolution of (1), one also has to
specify suitable initial and boundary conditions.

Example 1.Keller-Segel model
Continuum modelling is used in many areas of mathematical biology [35]. In
chemotaxis modelling (which will be the subject of Section 5), a classical exam-
ple of (1) is the Keller-Segel model of chemotaxis [31]. Here, Ω ⊂R and the vector
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c has two components, i.e.c= [c1,c2] = [n,S] wheren≡ n(x, t) is the density of cells
andS≡ S(x, t) is the concentration of the chemoattractant. The evolutionequation
(1) is a coupled system of two PDEs forn andS:

∂n
∂ t

= Dn
∂ 2n
∂x2 − ∂

∂x

(

nχ(S)
∂S
∂x

)

, (2)

∂S
∂ t

= DS
∂ 2S
∂x2 −k(S)n, (3)

whereDn andDS are diffusion constants of cells and chemoattractant, respectively.
The strength of chemotaxis is controlled by chemotactic sensitivity χ(S) and there-
fore by the concentration of substrateS which is consumed by cells with the rate
k(S).

The applicability of continuum modelling depends on the number of particles in
the studied system. In Example 1, the interacting “particles” are unicellular micro-
scopic organisms (n) and molecules of chemical signal (S). As there are often more
signalling molecules than cells, the validity of mean-fieldassumptions is dictated
by the number of cells in the system. If the system only consists of a few cells, it is
more accurate to use an individual-based approach which is introduced in the next
section.

2.1 Agent-based modelling

In contrary to the continuum models the so-calledagent-based modelstreat every
particle as an individual that follows an inherent set of rules. This means in par-
ticular that individual behaviour and interactions between different agents account
for the possibly complex behaviour of the system. Agent-based models are com-
monly used for systems with a small number of individuals that follow non-trivial
behavioural rules, for example in modelling of collective animal behaviour [11]
or human crowds in panic situations [23]. While continuum models have a well-
developed mathematical theory, agent-based models are sometimes written as com-
puter routines which are difficult to theoretically analyse. The literature also fails to
agree on a general definition of an agent. In this chapter, we use a definition which
is slightly adopted from [48] and used in [20].

Definition 1. An agent is a system that uses a fixed set of rules based on communi-
cation with other agents and information about the environment in order to change
its internal state and fulfil its design objective.

This definition, however, is only a formal description, which now has to be put into
a more rigorous context. Following from Definition 1, the mathematical description
of an agent has to incorporate the behavioural rules of an agent as well as the pos-
sibility of communication between them. Therefore, we assume a finite numberN
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of agents numbered from 1 toN. In generalN can depend on time, taking into ac-
count birth or death of agents. We define the current state of an agent by its internal
state variableyi(t), i = 1, . . . ,N, which can describe its position, velocity and inter-
nal memory. It is this internal state and its time evolution that describes the rules
of an agent. Since these agents represent different individuals, we assume that other
agents generally have no means to access all internal state variables. In order to al-
low for communication between the agents, we define a set of external stateswi(t),
which are observable by other agents. The observable stateswi(t) of every agent are
in principle available to every other agent, which is ensured by creating the set of
external statesX . The general agent-based model following these definitionsthen
takes the form

yi(t +∆ t) = f i(yi(t), t,∆ t,X ) , i = 1, . . . ,N , (4)

wi(t) = gi(yi(t)) , i = 1, . . . ,N , (5)

X = {w1, . . . ,wN} . (6)

We can see that the evolution ofyi is given by the functionf i , which notably de-
pends on the time step∆ t. This general description can entail discretised versions
of ordinary differential equations (ODEs) as well as stochastic differential equa-
tions (SDEs). Additionally, agent-based systems that onlychange discretely can be
written in the form (4)–(6).

We understand the external states of an agent merely as an observable represen-
tation of the internal states, which is whywi(t) directly depends onyi(t) through the
functiongi . The distinction between observable and non-observable states is often
used to represent internal memories that cannot be perceived by other agents.

Example 2.Animal behaviour
Agent-based models have been successfully used for the modelling of collective
animal behaviour [45]. Couzin et al. [11] showed that a relatively simplistic model
can yield complex collective behaviour and can be used to model fish schools and
bird flocks.

In this model, the internal states of an agentyi are defined to be its position
xi ∈ R

m (m= 2,3) and its velocityvi ∈ R
m. Since both the position and velocity

of an agent potentially influence the motion of other agents,both are observable
and hencewi = yi = [xi ,vi ] ∈ R

2m, which means thatgi = Id. The update rules
f i , i = 1, . . . ,N, in this example are equivalent for each agent and incorporate the
different rules for the different zones in the model (zone ofattraction, orientation
and repulsion).

Example 3.Chemotactic movement under a stationary signal
A simple agent-based model for chemotaxis in one dimension can be written as
follows [24]: the internal stateyi(t) of an agent is defined as its current position in
R. Additionally, we assume that the signalS(x) is fixed and there is no interaction
between agents, hence no observable states are required. All agents start at some
initial positiony0,i ∈ R and move according to the stochastic differential equation
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dyi(t) = χ(S)
∂S
∂x

dt +
√

2DndW , i = 1, . . . ,N , (7)

whereχ(S) is the chemotactic sensitivity function introduced in Example 1,Dn is
the diffusion constant of the bacteria and dW is the Wiener-process, also known as
Brownian motion [29]. We can discretise (7) to obtain an update rule equivalent to
(4) as follows

yi(t +∆ t) = yi(t)+ χ(S)
∂S
∂x

∆ t +
√

2Dn∆ tξ ,

whereξ is a normally distributed random variable with zero mean andunit variance.
In the limit of infinitely many particles, this agent-based description is equivalent to
the PDE (2), which is written for the density of cells. However, if we considered a
time-evolving signal which is consumed by cells as in Example 1, a purely agent-
based model would have to simulate the trajectories of all signal molecules. This
would be computational intensive and a hybrid model which combines agent-based
simulations with PDEs can then be used to optimize computational efficiency and
accuracy.

3 Hybrid modelling – theoretical framework

Because of their hybrid nature the general framework for these models necessarily
combines the two frameworks presented in Section 2. We definea vector of contin-
uous variablesc(x, t) on a domainΩ ⊂ R

m, m= 1,2 or 3. The update rule forc is
again governed by an operatorL , which now also depends on the current states of
the agents. TheN agents are represented by their internal state variablesyi(t) and
their set of observable stateswi(t) defined in (5). To allow interactions between the
agents and the continuous variablesc, the set of observable statesX as defined in
(6) is used. The update rules for the system are

∂c
∂ t

= L (c,x, t,X ) , x ∈ Ω , (8)

yi(t +∆ t) = f i(yi(t), t,∆ t,X ,c) , i = 1, . . . ,N , (9)

whereX is given in (6). In (8) we see that the agents can influence the continuous
variablesc through the set of observable statesX . Similarly, the behaviour of the
agents can be altered by the continuous variables, as the operatorf i now also depends
on c. Figure 1 shows a graphical representation of the hybrid model. It contains the
N agents represented by the internal statesyi on the left. Through the functiongi the
observable stateswi are generated which then influence the update of the continuous
variablesc as well as the agents’ behaviour themselves. We, however, encounter a
problem in this definition, as the continuous variables are defined for every timet,
while the internal agent states are only defined for discretetimes. To overcome this
problem we can consider (9) in the limit∆ t → 0, where it takes the general form of
an SDE
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dyi = f(1)i (yi(t), t,X ,c)dt + f(2)i (yi(t), t,X ,c)dW ,

wheref(1)i andf(2)i respectively represent the stochastic and the deterministic part of
the SDE.

y1f1 g1 w1

yNfN gN

wN

X
L c

Fig. 1 Concept of a hybrid model. Arrows symbolise direction of influence.

Example 4.Hybrid cellular automaton model for carcinogenesis
In [41] Smallbone et al. present a hybrid cellular automatonmodel for the formation
of cancer. This model uses reaction-diffusion equations tocalculate the concentra-
tion of oxygen, glucose and hydrogen ions in the environmentof the cells. The
concentrations of these chemicals therefore constitute the continuous variablesc.
Each cell of the cellular automaton is represented by an agent with the internal state
yi ∈ N defining which of the finite number of possible phenotypes thecell at this
position has (including the “phenotype” empty). As these phenotypes are observ-
able by neighbouring cells, we havewi = yi . This cellular automaton model has a
generation-based update rule, which means that the statesyi are only updated once
every time step. The rules of the model then represent the probabilistic functionsfi
in equation (4), where the change depends on the current phenotype, the neighbour-
ing cells and the concentrations of the considered chemicals at the cell position.

Example 5.Hybrid model for chemotaxis of Dictyostelium discoideum
Dallon and Othmer developed a hybrid model for the chemotaxis of Dictyostelium
discoideum[12] that combines individual cell movement with a continuous extra-
cellular concentration of cAMP modelled by a PDE. The internal states of the agents
are the position of the individualxi , as well as the variables representing the intra-
cellular processes. Only the position and one of the intracellular variables influence
the external field and therefore form the observable stateswi . The update rulesf i are
given through ODEs for the internal dynamics and rules of motion for the position.
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3.1 A position-based hybrid model

So far, we have defined a general framework for a hybrid model that allows for
a great freedom in the choice of internal and external statesof the agents. In the
next step we want to refine this framework for the more specificmodels used in
chemotaxis modelling [12, 17, 43]. In order to be able to interpret the agents as part
of a species situated inside the domainΩ , we need to introduce the notion of an
agent’s position inΩ . Moreover, we assume that all agents are equal for an external
observer except for their position, or in other words the setof observable states of
the agentswi(t) is the positionxi(t) of the agents insideΩ , i.e.

wi(t)≡ xi(t) .

This definition excludes Couzin et al. models for animal behaviour [11] as well
as cellular automaton models [41], but it is sufficient for the chemotaxis example
studied in Section 5.

Because of the agents’ similarity, we no longer need to definean abstract setX ,
but can instead define a density functionρδ onΩ through

ρδ(x, t) =
N

∑
i=1

δ (x−xi(t)) , x ∈ Ω . (10)

When discussing numerical simulations of hybrid models, wewill see that this def-
inition of ρδ is already a first step towards obtaining a continuous density function
for the agents. With this definition we can redefine the operator L , which governs
the behaviour of the continuous variablesc and (1) reads as follows

∂c
∂ t

= L (c,x, t,ρδ) .

For the evolution of the internal agent statesyi we assume now that every agent can
only perceive information about the continuous variablesc at its current position.
Hence, the operatorf i no longer depends onc on the whole domain, but only on
c(xi) and the first spatial derivative in this point, i.e.f i , i = 1, . . . ,N, are functions
for all further considerations. Equation (9) therefore becomes

yi(t +∆ t) = f i(yi , t,∆ t,ρδ ,c(xi , t), ∇ c(xi , t)) . (11)

This special type of hybrid systems still allows for a wide range of flexibility and
can therefore be used to model a variety of different processes. In Section 5 we study
position-based models for chemotaxis in more depth.
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3.2 Initial and boundary conditions

An important aspect of modelling is the incorporation of initial and boundary condi-
tions. Hybrid models necessarily combine the conditions from the two different ap-
proaches. For the continuous variables one usually has an initial valuec0(x), while
for the agents an initial distribution of their position andinternal states is given,
which is then used to generate each agents’ position at the beginning of the simula-
tion. In some applications the agents can be born during the course of the simulation.
In this case, we have to ensure the appropriate initialisation of its internal variables.

A similar idea of independent conditions for the continuum and the agent-based
parts of the hybrid model is used for the boundary conditions. The values of the
continuous variables on the boundary usually have to satisfy an equation of the type

G (c,x, t) = 0, x ∈ ∂Ω , (12)

whereG is a general operator. In the most commonly used cases (12) enforces
certain values onc or its gradient on the boundary. For the agents the boundary
conditions are often given in a more descriptive manner. Forexample, agents can
leave the domain through one end and automatically reappearon the other end. This
periodic boundary conditionimplies that the number of agents in the system is con-
served. Periodic boundaries are widely used because of their simplicity and because
they effectively shape an infinite domain.Reactive boundariesabsorb agents with a
probability p, while reflecting them with probability 1− p [14]. If p= 0, one often
speaks of areflecting boundary, while for p= 1 the condition is called anabsorbing
boundary.

4 Hybrid modelling – numerical implementation

For similar reasons as in purely agent-based models it is often very hard to obtain
analytic results for hybrid models. This increases the importance of numerical simu-
lations for gaining insight into the behaviour of the system. The mixture of different
modelling frameworks, however, renders the process of setting up a numerical simu-
lation non-trivial. Each part of the model has to be considered differently and a way
of matching the two parts has to be developed. In this sectionwe discuss a numeri-
cal framework and evaluate difficulties one has to overcome when implementing a
hybrid model.

The general task for the numerical simulation of a hybrid model is to calculate
approximations for bothc andyi at timest j = j∆ t, j = 1,2, . . . given initial data for
each of these variables according to Section 3.2. We additionally assume that the do-
mainΩ can (for the continuous part of the hybrid model) be adequately represented
by the pointsr1, . . . , rL ∈Ω , which means that we seek to compute approximate val-
ues forc(t j , r l ), j = 1,2, . . ., l = 1, . . . ,L andyi(t j), i = 1, . . . ,N. In order to simplify
the notation, we introduce
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C j = [c(t j , r1), . . . ,c(t j , rL)] j = 0,1, . . . .

Due to the different characters of the continuous and the agent-based subsystems,
different approaches have to be used for their numerical solutions. For each of the
subsystems one tries to answer the question of how to get fromt j to t j+1 still guar-
anteeing an accurate approximation of the system. For the continuous variables this
means, we seek a solver that generates the values ofC j+1 using the valuesC0, . . . ,C j
and the current distribution of the agentsρδ(·, t j) given by (10), which can be sym-
bolised as

{

C0, . . . ,C j , ρδ(·, t j)
} Ld7−→ C j+1 . (13)

In (13) we introduced the operatorLd, which is a discretised version of the contin-
uous operatorL used in (8). In the most common case, whereL is a differential
operator,Ld could be a finite element or finite difference approximation of L . Note
that in (13) we have made the implicit assumption that the solver used for (8) only
takes the positions of the agents at timet j into account. For the agents equation (11)
is already given in a time-discrete way and can therefore be used directly to update
the internal states.

The introduction of this general scheme raises some immediate problems, which
we will discuss in the remainder of this section. The first difficulty are the differing
spatial resolutions for the two subsystems, which we address in Section 4.1. Other
problems like time stepping, choices of solvers and the influence of stochastic ef-
fects are presented in Section 4.2.

4.1 Spatial matching in numerical simulations

A spatial matching between the continuous variables and theagents is required dur-
ing a numerical simulation of a hybrid system, because different spatial resolutions
are applied. The agents can be positioned at an arbitrary point inside the domain
Ω , while the data forc is only calculated at the pointsr l . This triggers a two-way
matching problem, as one has to generate estimates for the agent distribution at the
pointsr l as well as for the continuous variablesc everywhere insideΩ .

First, let us consider estimating the agent density distribution throughoutΩ and
especially at the pointsr l , which is necessary for the update relation (13). So the
general mapping we are trying to achieve is

ρδ(x) =
N

∑
i=1

δ(x−xi)
Ψ7−→ ρ(x) ∈C0(Ω ) .

The requirements for the estimated density functionρ(x) can alter for different ap-
plications, but here we require it to be at least a continuousfunction. One way to
achieve such a mapping is the so-calledkernel density estimation[46]. In general
the kernel density estimation can be used to estimate the probability density function
of a random process, if one has been given a number of realisations of this process.
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The name stems from the use of a kernelK(x), which is typically a continuous,
symmetric and normalised function. Let us for simplicity assume a one dimensional
random process, in which case these conditions take the form

K(x) ∈C0(R), K(−x) = K(x),
∫

R

K(x)dx= 1. (14)

Additionally, K(x) is often required to be non-negative in order to generate a non-
negative estimate. Most commonly used kernels include a Gaussian kernel and a
piecewise linear kernel with compact support. In practice ascaled version ofK is
used, which leads to the introduction of a bandwidth parameter h. We define

Kh(x) =
1
h

K
(x

h

)

,

which still satisfies the conditions (14). With given positionsx1, . . . ,xN, an estimate
of the probability density function is then given by

ρ(x) =
N

∑
i=1

Kh(x−xi) = Kh(x)∗ρδ(x) . (15)

Figure 2 shows an example of a kernel density estimation for 100 normally dis-
tributed random variables using a Gaussian kernel with different bandwidthsh. In
Figure 2(a) we can see that the choice of a very smallh leads to a highly oscillating
estimate, while a very bigh can lead to the estimate being too wide as shown in Fig-
ure 2(c). An optimal choice for the parameterh and the kernel itself always depends
on the nature of the problem and the number of samplesN.
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Fig. 2 Kernel density estimate forN = 100 agents, which are placed according to a normal distri-
bution with different bandwidthsh. Crosses along the x-axis represent the agents, the dashed line
is the underlying Gaussian probability density function and the solid line is the generated estimate
by (15).

The second spatial matching problem that occurs when simulating a combined
continuous and agent-based system is the need to estimate the values of the contin-
uous variables (and possibly their derivatives) at an arbitrary position insideΩ . The
operator we are looking for can be symbolised through
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(r1,c(r1)) , . . . ,(rL,c(rL))
Θ7−→ ĉ(x) ∈C0(Ω ) .

Though similar to the operatorΨ, we here have the advantage that we know the
positions of the pointsr1, . . . , rL beforehand and that we know they give an adequate
representation of the domainΩ . With this additional information, one can argue that
the problem at hand represents an interpolation problem from the grid pointsr l onto
the whole domainΩ . This result allows for the use of approaches from the well-
studied fields of interpolation and approximation theory [47]. In some cases the
interpolation regime is already implicitly incorporated in the numerical solution of
the update equation for the continuous variables, for example if one chooses to use
a finite element approach.

Example 6.Numerical realisation of Example 5
In Example 5 we presented a hybrid model for chemotaxis of slime moldDic-
tyostelium discoideumdeveloped by Dallon and Othmer [12]. To generate a discre-
tised operatorLd they used the particle-in-cell method [38]. For the kernel density
estimationΨ they use a piecewise linear kernel and for the interpolationoperatorΘ
a fifth order spline interpolation was employed.

4.2 Other aspects of numerical simulations

The spatial matching between the two parts is the biggest additional challenge posed
by the use of a hybrid model. Here, we discuss some other problems that occur dur-
ing this process. The first problem is the choice of a solver both for the continuous
variables and for the internal states of the agents. One can choose from a wide range
of standard approaches for both problems. The way the two parts are interwoven,
however, sets some restrictions. It is, for example, almostalways impossible to use a
fully implicit solver for both parts, especially if the functionsf i for the internal agent
states contain random variables. Additionally, one has to consider the accuracy of
the different solvers and should ideally try to match these to prevent unnecessary
computational effort that does not lead to more accurate results.

The discrete nature of the agent-based parts automaticallyintroduces stochastic
effects into the system. Various examples of these effects will be discussed in Sec-
tion 5. It is important to consider these effects when choosing the time stepping and
the spatial resolution for the simulation. In particular, these choices will depend on
the number of agents in the system. It is generally possible to allow different time
steps for different parts of the system, for example the agents could be simulated
with a finer time stepping than the continuous variables or vice-versa. For each part
of the system the time steps have to be chosen in a way that ensures an accurate
solution depending on the spatial resolution and the solverthat is used. In Section 5
we study one application area of hybrid systems in more detail and analyse the effect
of some of these choices on the system.
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5 Case study: Hybrid modelling of chemotaxis

In Section 3 we introduced a general framework for hybrid models that combine
agent-based models with mean-field equations and we now concentrate on one ap-
plication area for hybrid modelling: cell migration. In particular we focus on the
movement of cells induced by gradients in the concentrationof extracellular chemi-
cals, a process that is known aschemotaxis. Chemotaxis is one of the main forms of
cell migration and is used in a variety of cells, including bacteria cells [7]. Hybrid
models of chemotaxis have been successfully used in the literature [12, 13, 22, 51].

The first notion of chemotaxis goes back to the late 19th century, when Engel-
mann and Pfeffer detected the process. In the late 1960s it was Adler [1, 2] who per-
formed experiments with the bacteriaE. coli that helped understanding and quan-
tifying the process and was later used as comparison for the early mathematical
models. Adler placed a colony ofE. coli at one end of a long thin pipe that was
filled with oxygen and an additional energy source. Through the process of chemo-
taxis the colony started to move with a constant speed away from the closed end
forming a narrow band of bacteria. The band was visible to thenaked eye and Adler
was able to measure the speed with which it moved forward.

In the 1970s the first mathematical descriptions of chemotaxis were formulated,
with the Keller-Segel model, which we will discuss in Section 5.1, as one of the
early breakthroughs. A review of the impact this first model had on the modelling
of chemotaxis is given in [28]. Section 5.2 will introduce a hybrid version of this
model, which we will further investigate and analyse in Section 5.3.

5.1 The Keller-Segel model

As mentioned above, Keller and Segel developed the first mathematical model to de-
scribe the process of chemotaxis in 1971 [31]. The original model considers both the
bacteria and the chemotactic substrate in a continuum limit, which therefore results
in a coupled system of two PDEs. The original form of the system only considers
one spatial dimension and gives a way to compute the concentration of bacteria de-
noted byn(x, t) and the concentration of substrateS(x, t) through the PDEs (2)–(3),
introduced in Example 1. In equation (2) we can see that the behaviour of the bacte-
ria is governed by two independent effects and therefore takes the form of a general
advection-diffusion equation. The diffusion of the bacteria occurs with the diffusion
constantDn, while the advection is governed by the chemotactic sensitivity χ(S).
The substrate, as seen in (3), diffuses with the diffusion constantDS and is consumed
by the bacteria with a consumption ratek(S) that depends on the concentration of
substrate itself.

In a follow-up to the paper [31], Keller and Segel showed thatunder certain
conditions the developed system of partial differential equations yields travelling
wave solutions [32]. In particular they were able to proof that travelling wave solu-
tions can only exist ifχ(S) has a singularity at some critical valueScrit . For reasons
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of simplicity they concentrated on the simplest such functionsχ(S) = κ
S with the

critical concentration atScrit = 0. In their analysis Keller and Segel made some ad-
ditional assumptions for the various parameter values and simplified (2)–(3) to the
nondimensionalised PDEs

∂n
∂ t

= µ
∂
∂x

(

∂n
∂x

−n
κ
S

∂S
∂x

)

, (16)

∂S
∂ t

= −n. (17)

The nondimensionalised system is set up forx ∈ [0,1] with an initial value of
S(x,0) = 1 and no-flow boundary conditions. As initial distribution of the agents
we choosen(x,0) = δ(x), which corresponds to the initial state of Adler’s experi-
ments where all bacteria were inserted at one end of the tube.We consider reflective
boundary conditions for both bacteria and extracellular signal atx= 0 andx= 1.

In order to investigate the influence of the two dimensionless parametersµ andκ
on the travelling wave, Figures 3–4 show the concentration of n andSat t = 0.5 for
various values ofµ andκ . In Figure 3 we can see that the parameterµ influences
the width of the wave while leaving its general shape untouched. Increasingµ leads
to a wider wave and a decrease in the maximum ofn. Accordingly, the gradient in
S is higher for the narrower bands caused by smaller values ofµ . As can be seen
in Figure 4, the parameterκ influences the general shape of the wave. In the case
κ = 2 the travelling band of bacteria is symmetric, while aκ bigger than two leads
to a wave that is steeper in the front (right) and falls slowlyin the back (left) of the
wave. Choosingκ smaller than two causes an opposite effect with the wave being
bent backwards.
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Fig. 3 Travelling wave solution of the Keller-Segel model (16)–(17) fordifferent values of the
parameterµ, whereκ = 2.
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Fig. 4 Travelling wave solution of the Keller-Segel model for differentvalues of the parameterκ ,
whereµ = 1/30.

5.2 Hybrid models of chemotaxis

One of the assumptions made by Keller and Segel in their original model is to con-
sider the bacteria as a continuum rather than explicitly describe their individual
behaviour. For systems that do not satisfy this assumption hybrid chemotaxis mod-
els have been developed in the literature [12, 13, 22, 51]. Inthis section we present
three of them. The bacteria are modelled as agents with varying numbers of internal
states and their positionxi ∈ Ω , as the only observable state. All three models con-
sider the substrate in a continuum limit and the PDE (17) takes the role of equation
(8) in our description of the hybrid modelling framework.

Model I

The first approach to design a hybrid version of the Keller-Segel model, is to in-
terpret the evolution equation forn as a Fokker-Planck equation for a number of
randomly moving particles similarly to the idea presented in Example 3. A chemo-
taxis model of this form was formulated by Stevens [43]. The movement of each of
the agents is described by the stochastic differential equation

dxi = µ
κ

S(xi)

∂S(xi)

∂x
dt +

√

2µdW . (18)

The parameters used in (18) correspond to the ones in the dimensionless Keller-
Segel equations (16)–(17). This particle-based description of equation (16) shows
one of the weaknesses in the original Keller-Segel model. According to (18) an agent
can theoretically jump any given distance in one time step, implying that some of
them can move with a speed that is not achievable for bacteria.
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Model II

Driven by weaknesses of the first model, a different type of random walk, known
as velocity-jump process, seems a more realistic choice forthe bacterial behaviour.
The motion of bacteriaE. coli consists of two phases [7]. During a run-phase the
bacterium moves with a constant speed straight into a chosendirection. This run
lasts for a randomly distributed time before the bacterium enters the tumble-phase
in which it chooses a new direction randomly [6]. As we are considering a one-
dimensional model, there are only two possible directions of motion: to the left and
to the right. A right-moving agent continues to the right fora time that is given by an
exponentially distributed random variable before it switches its direction. In order
to incorporate the bias of bacteria towards higher concentrations of chemoattrac-
tants, Othmer et al. [37] introduced a biased velocity-jumpprocess. In this biased
random walk the duration for the run phase depends on information gathered at the
current position of the individual. In particular, the model in [37] allows the agents
to directly measure the gradient of the substrate concentration at their current po-
sition. The run-phase then tends to be longer, if the concentration increases in the
current direction of motion, while for a decreasing signal,the turning probability is
increased.

The turning frequencyλ is therefore adjusted according to the current movement
direction, the value and the gradient ofS. To represent the direction of motion, the
velocity vi(t) = ±s is introduced, wheres denotes the constant speed. In terms of
the hybrid modelling framework introduced in Section 3, theinternal variable is
yi = [xi ,vi ]. The agent-based description of the bacteria can be writtenin the form

xi(t +∆ t) = xi(t)+vi(t)dt ,

vi(t +∆ t) =

{

− vi(t) with probabilityλ ±∆ t
vi(t) otherwise

,

where

λ ± = λ0∓
κs
2S

∂S
∂x

.

In a continuum limit this velocity-jump process is equivalent to the hyperbolic
chemotaxis equation [16]:

1
2λ0

∂ 2n
∂ t

+
∂n
∂ t

=
s2

2λ0

∂
∂x

(

∂n
∂x

−n
κ
S

∂S
∂x

)

, (19)

where n is the concentration of bacteria. This shows that changing the type of
random-walk used for the agents can influence the corresponding continuum equa-
tion. Nevertheless (19) can be used to adjust the parametersof the agent-based
model to match the parameters of the Keller-Segel model, as the large time be-
haviour of (19) is given by the classical chemotaxis equation (16), where we have
µ = s2/(2λ0) [30]. Lui et al. [34] showed that coupling the hyperbolic chemotaxis
equation (19) with (3) for the substrate also yields travelling wave solutions similar
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to the original Keller-Segel system. An investigation of this case for a more general
dependence of the turning frequency is given in [50].

Model III

More accurate descriptions of the individual behaviour of bacteria incorporate the
sensing and processing of extracellular signals [5, 42]. Hybrid models with descrip-
tions of these intracellular processes have been used by Dallon and Othmer [12] as
well as Xue et al. [49]. Erban and Othmer [17, 18] used an agentwith a toy version of
the internal dynamics that includes two main features of thesensing process: a fast
excitation and a slower adaptation. We will use a simple model with one additional
internal variablezi that acts as a memory and allows the agent to identify increasing
or decreasing signal concentrations [17]. The model is based on a velocity-jump
process with a turning frequencyλ , which depends onzi . This internal variable is
chosen to follow the value of a sensing functiong(S) with the adaptation timeta.
Thus, the model can be written in the hybrid form presented inSection 3, using
yi = [xi ,vi ,zi ] as follows:

xi(t +∆ t) = xi(t)+vi(t)dt ,

vi(t +∆ t) =

{

− vi(t) with probabilityλ∆ t ,
vi(t) otherwise,

zi(t +∆ t) = zi(t)+
g(S(xi(t)))−zi(t)

ta
∆ t ,

where
λ = λ0+zi −S(xi) .

In the limit ∆ t → 0 andN → ∞ this process can be described by the chemotaxis
equation

∂n
∂ t

=
s2

2λ0

∂
∂x

(

∂n
∂x

− 2ta
1+2λ0ta

dg
dS

∂S
∂x

)

, (20)

provided thatt is large (t ≫ 1/λ0) and the gradient ofS is shallow [17]. Choices
for the parameters of this model can be made by matching (20) with the classi-
cal chemotaxis equation (16), which especially indicates that g is given through
dg/dS∼ χ(S).

In Figure 5(a) a simulation of the hybrid model of type III is shown. Simula-
tions of the other two models were also performed, with results almost identical to
the one seen in Figure 5(a). We simulateN = 104 agents with the dimensionless
model parameters 1/ta = λ0 = 1.5×10−3, s= 10−2, g(S) = 4.5×10−3 log(S) and
∆ t = 10−4. These parameters were chosen in such a way that they match the global
parametersµ = 1/30 andκ = 2 used for the classical Keller-Segel model. On a first
impression, it looks as though the resulting agent distribution att = 0.5 matches the
predicted concentration of the Keller-Segel system well except for some stochastic
effects. In Figure 5(b), however, we show the agent distribution in the region behind
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the travelling band. Further analysis of this region showedthat here the extracel-
lular signal is completely exploited. Some agents are left in this zone and undergo
an unbiased random walk without a chemotactic signal to guide them. This means
that these agents do not necessarily manage to catch up with the travelling wave
again but instead stay in the exploited region. In the remainder of this section, we
study this effect, which we refer to asdropout in more detail. We will show that it
significantly influences the system dynamics for large times.

0 0.2 0.4 0.6 0.8 1
0

2

4

6

8

10

x

n

wave direction

(a)

0 0.05 0.1 0.15 0.2
0

0.02

0.04

0.06

0.08

0.1

x

n

(b)

Fig. 5 Numerical Simulation of the hybrid Keller-Segel model with internal dynamics (Model III).
Parameters areN = 104, 1/ta = λ0 = 1.5×10−3, s= 10−2, g(S) = 4.5×10−3 log(S), ∆ t = 10−4.
(a) Distribution of agents at time 0.5 (solid line) and the results given by the Keller-Segel model
(16)–(17) (dashed line, which is almost indistinguishable from the solid line).
(b) Histogram of agent positions in subinterval[0,0.2].

5.3 Analysis of the dropout

In Figure 5(b) we saw that the hybrid model, in contrast to theoriginal Keller-Segel
model, creates a region behind the wave where the substrate is completely exploited.
The main assumptions for a mean-field approach are violated in this region, namely
the number of bacteria and the concentration of extracellular material are very small,
which renders a continuum approach here not applicable. Stochastic effects due to
the small number of bacteria then lead to the complete exploitation of S, which
causes the dropout of some of the agents. These agents can no longer sense any
gradient in extracellular substrate and are therefore moving completely randomly,
which makes it very unlikely for them to become part of the travelling band again.
Due to the constant loss of agents, the velocity and the height of the wave will de-
crease as the wave moves along. Note that a complete exploitation in these models
is only possible under the assumption thatS does not diffuse, which was made by
Keller and Segel and is incorporated in the PDE (17). The dropout effect is interest-
ing for us, because it shows a qualitative difference between the hybrid model and
the original Keller-Segel model, as the hybrid model only yields transient travelling
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wave solutions. In this section we create measures for this dropout in order to get
an estimate of the number of lost agents from the simulations. We will then move
on to analyse the effect of some system parameters on the dropout. Finally, some
theoretical results about the loss of agents are presented and compared to numerical
results.

Dropout measures

In order to be able to quantify the dropout of agents from the travelling wave, we
need to investigate certain conditions that render an agentas dropped out. A condi-
tion of this form allows us to define an index setΓ (t) that contains the agents who
are currently part of the wave.

However, before defining and comparing different conditions for the dropout,
we investigate some global statistical values of the agent set. The first measure to
indicate the fact that agents have dropped out is the position of the centre of the wave
c(t). From [32] we know that the theoretical wave speed of the nondimensionalised
Keller-Segel system is 1 and therefore the predicted position of the centre of the
wave iscm f(t) = t. In comparison to that the actual position of the wave can be
measured from the agents’ positions via

c1(t) =
1
N

N

∑
i=1

xi(t) . (21)

The problem with this option is that it includes dropped out agents for the calculation
of the wave centre, which can bias the calculation. To overcome this problem, a
second option for finding the centre of the wave is given through

c2(t) =
1
|Γ | ∑i∈Γ

xi(t) , (22)

which implies that the found centre position depends on the choice for the index set
Γ . For short timesc1(t) andc2(t) give similar results, but will differ for large times.
Using this wave centrec1(t), we can calculate the variance of the agent positions as
an indicator for the width of the wave and therefore for the dropout. In Figure 6(a)
this variance is compared to the variance of the travelling wave solution found by
Keller and Segel, which isσm f = (πµ)2/3. Initially the measured variance increases
linearly towards the theoretical value, which is caused by the start of the agents on
the boundaryx = 0. After the wave is fully developed, the variance starts to rise
over the theoretical value, which indicates a significantlywider wave and therefore
dropout of agents.

With these statistical values for the agent set we have now different options to
define an agent as dropped out from the wave and therefore to define the index set
Γ . The first option is to allow an agent to have a certain distance r from the centre
of the wave. Agents with a distance bigger thanr are therefore considered to be
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dropped out. Hence,

Γ1 ≡ Γ1(t; r) = {i ∈ {1, . . . ,N}|xi(t)≥ c1(t)− r} . (23)

Because of the non-finite support of the travelling wave solution for the original
Keller-Segel system, the measure defined in (23) is stronglydependent onr, which
makes the choice ofr important. One should chooser in a way that the solution
of the original Keller-Segel model only predicts a very small number of dropout
agents. One way to pickr is to use a multiple of the theoretical standard deviation
of the wave.

A second option of defining an agent as dropped out is to use theobservation that
S is exploited behind the wave. An agent is then considered to be dropped out of the
wave if the value ofSat its current position is 0. Thus,

Γ2 ≡ Γ2(t) = {i ∈ {1, . . . ,N}|S(xi(t)) = 0} . (24)

Using the setsΓ1 andΓ2 we can now define 2 dropout measuresd1(t; r) andd2(t) by

d1(t; r) = 1− 1
N
|Γ1(t; r)| , and d2(t) = 1− 1

N
|Γ2(t)| . (25)

Figure 6(b) shows plots of the behaviour ofd1(t; r) andd2(t). We can see that after
the initial period of adjustment due to the start on the boundary x= 0, all measures
have an increasing trend with some fluctuations around it. The measured1(t;0.15)
matches well withd2(t), but has less fluctuations.
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Fig. 6 Simulation results of the variance and dropout for short times, where the same parameter
values as in Figure 5 are used.
(a) Varianceσ(t) estimated from the simulation (solid line) and variance of the stationary wave
given by the mean-field modelσm f (dashed line).
(b) Dropout given by (25):d1(t;0.1) (dash-dotted line),d1(t;0.15) (solid line),d1(t;0.2) (dotted
line) andd2(t) (dashed line).
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Large time behaviour

In this section we investigate the large time behaviour of the travelling wave in the
hybrid chemotaxis Model III. We study the behaviour of the bacteria and the signal
in the half-line[0,∞]. For large times the definitionsc1(t) andc2(t) given by (21)–
(22) differ significantly because many agents drop behind the wave. Therefore,c2(t)
is more meaningful to describe the centre of the wave in this case. However, asc2(t)
depends onΓ , we can no longer useΓ ≡ Γ1 to find the agents that have dropped
out, becauseΓ1 depends on the definition of the centre of the wave. We therefore
used2(t) given by (25) as measure for the dropout in the analysis of large time
behaviour, where we are particularly interested in the slowing down of the wave.
Hence, we define the velocity of the wavev(t) through

v(t) =
c2(t +∆T)−c2(t)

∆T
, (26)

where∆T is chosen to be much larger than∆ t in order to minimise the fluctuations
in v(t). We simulateN = 104 agents with the same parameters as before. The results
of one simulation are shown in Figure 7. We see that aftert = 50 about 40% of the
agents have dropped out from the wave. The predicted slowingdown of the wave
is demonstrated in Figure 7(b), where we plotv(t) as a function of time. We use
∆T = 0.1 in the definition (26). As the velocity shrinks with the number of agents
in the wave, we havev(t)≈ 1−d2(t), which is also demonstrated in Figure 7(b).
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Fig. 7 Dropout and velocity of the travelling wave for large time, wherethe same parameter values
as in Figure 5 are used.
(a) Dropoutd2(t) given by (25).
(b) Velocity of the wavev(t) given by (26) (solid line) compared with 1−d2(t) (circles).

Dropout in dependence onN and ∆x

In the next step we use the derived measure (25) in order to analyse the influence
of certain system parameters on the dropout. In particular,we are interested in the
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dependence of the dropout on the number of agentsN and the gridsize∆x. The
variation of the number of agentsN in the system is a way of comparing the hybrid
with the continuum model. One would expect that the dropout goes to 0 asN goes
to infinity. On the other hand the∆x dependence is a problem of the hybrid model,
as one would ideally want the dropout to be independent of thechosen grid. We
performed a number of simulations for various values ofN (200 simulations for
each value) and∆x (100 simulations for each value) and in each case measured the
value ofd1(0.5;0.15). The results are plotted in Figure 8. In Figure 8(a) we plot
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Fig. 8 Dropoutd1(0.5;0.15) given by (25) as a function of (a)N and (b)∆x. In each figure we
show results given by individual simulations (crosses), averagevalues ofd1(0.5;0.15) estimated
from simulations (circles) and linear fits explained in the text (dashed-line).

the average values ofd1(0.5;0.15) estimated from simulations as circles. The best
linear fit in the double logarithmic plot, shown as the dashedline, has a gradient of
−0.53, which indicates thatd1 ∼ 1/

√
N. This relationship can be explained through

the central limit theorem, which predicts that the noise in the system should shrink
with

√
N.

The plot in Figure 8(b) shows a more complicated dependence.For larger values
of ∆x the dashed line with gradient−1 can be fitted indicating that a finer grid
leads to an increase in dropout, which seems slightly surprising at first glance, as
one expects a finer grid to allow for a more accurate representation of the original
PDE. This effect can, however, be explained by the lower number of agents per
gridpoint and therefore the higher noise expected at each gridpoint. As∆x decreases
the dropout seems to level off, meaning that the choice of a finer grid at this point
does not influence the dropout drastically. Bearing in mind that we ideally wanted
the dropout to be independent of∆x, this levelling off effect seems to indicate the
region of choice for∆x in order to get an accurate solution.

Theoretical analysis

More theoretical insight into the dropout effect can be obtained by considering a
simplified system, where the concentration of extracellular materialS is a given
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function that does not change over time. A natural choice forthe functionS(x) is
the travelling wave solution found by Keller and Segel [32].Using the knowledge
of the exploited region behind the wave, we can adjust this function slightly to allow
for the analysis of the dropout effect. We therefore defineS to be equal to 0 forx
smaller than some critical positionxc and to take the form of the travelling wave
solution everywhere else. In this section we will useκ = 2, thus we put

S(x) =

{

(1+exp(−x/µ))−1 , x≥ xc ,
0, x< xc .

(27)

To be able to use a time-independent function forSwe have to make adjustments to
the movement of the agents, as they would otherwise follow the increasing gradient
towards the right of the real axis. Therefore, we subtract the expected wave speed of
1 from the movement velocity of the agents in order to keep them in a position that
is realistic for the travelling wave. In other words, we use acoordinate system that
moves with the travelling wave solution. For example, for anagent of Model I the
evolution equation becomes

dxi =

(

µ
2

S(xi)

dS(xi)

dx
−1

)

dt +
√

2µdW .

With the help of this simplified system we can now make furtheranalytic and sim-
ulative investigations into the effect of differentxc on the quantity of the dropout. If
an agent enters the exploited regionx < xc, two behaviours are considered. In the
first case, the agent would be considered dropped out and is absorbed by the bound-
ary, so that it has no chance of becoming part of the wave again. The second case
allows the agent to randomly move around in the exploited area and therefore al-
lows the agent to enter the non-exploited region again. For both cases we performed
100 simulations for each of the considered values ofxc and measured the value of
d1(0.5;0.15) as defined before, this time using 0 as the mean position. The average
values ofd1(0.5;0.15) estimated from the simulations are shown in Figure 9 as cir-
cles. To analyse the case of an absorbing boundary atx= xc we consider the system
in the limit N → ∞, which is described by the following equation (compare to (16))

∂n
∂ t

− ∂n
∂x

= µ
∂
∂x

(

∂n
∂x

−n
2
S

dS
dx

)

. (28)

The boundary condition on the left-hand boundary can be written in the form
n(xc) = 0. Further conditions forx→ ∞ can be introduced. We look for a separable
solution of the form

n(x, t) = exp(−λ t)M(x) ,

whereλ is a positive constant. Plugging this ansatz into (28) leadsto

µM′′+M′−2µ
(

M
S′

S

)′
+λ M = 0, (29)
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Fig. 9 Dropoutd1(0.5;0.15) defined by (25) as a function ofxc for static signal given by (27)
where the same parameter values as in Figure 5 are used. In each figurewe show average values of
d1(0.5;0.15) estimated from 100 simulations (circles).
(a) Simulations where no comeback fromx = xc is allowed. The dashed line is a result of the
theoretic analysis given by (30).
(b) Simulations where dropout agents can return. The dashed line is 50% of the dropout predicted
by (30).

where primes denote derivatives with respect tox. For the ODE (29) a non-negative
solution is sought that satisfiesM(xc) = 0 andM(x) → 0 asx → ∞. The general
solution for (29) is

M(x) = C1

2λ µ exp
(

x3+γ
2µ

)

+(1+γ+2λ µ )exp
(

x1+γ
2µ

)

(

exp
(

x
µ

)

+1
)2

− C2

2λ µ exp
(

x3−γ
2µ

)

+(1−γ−2λ µ )exp
(

x1−γ
2µ

)

(

exp
(

x
µ

)

+1
)2 ,

whereγ =
√

4λ µ +1. The integration constantsC1 andC2 have to be chosen to
satisfy the boundary conditions. Because of the nature of (29) as an eigenvalue
problem, only the quotientC1/C2 can be determined uniquely, which also means
that the conditionM(x)→ 0 asx→ ∞ is satisfied for all valuesC1,C2 ∈R. Taking a
closer look at the limitx→ ∞, we can see that the direction of the approach changes
in dependence ofλ , in particular, a non-negative solution can only be obtained for
λ smaller than a critical valueλc(xc). This critical valueλc(xc) is achieved for the
case whereC1/C2 turns out to be 0. Applying the left-hand boundary condition
M(xc) = 0 for this case yields to the unique valueλc(xc) given through

λc(xc) =− 1
µ

exp

(

−xc

µ

)(

1+exp

(

−xc

µ

))−2

=−S′(xc) .
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This valueλc(xc) can now be used to get a predicted value of the dropoutdpred(xc, t)
via

dpred(xc, t) = 1−exp(λ (xc)t) . (30)

The functiondpred(xc,0.5) is plotted as the dashed line in Figure 9(a). We can see
that it matches well with the simulation results. The slightoverestimation given by
dpred(xc,0.5) can be explained through the time it takes before the first agents start
reaching the critical positionxc from the starting position atx= 0. For the situation
with comeback, we choose a valueλ = αλc(xc) to predict the dropout, whereα
is a constant. Matching this with the simulation results as shown in Figure 9(b) we
found thatα ≈ 0.5, which indicates that about 50% of agents come back into the
wave after they have dropped out. This effect could be modelled by using a reactive
boundary [14] instead of the free diffusion zone behind the wave.

6 Conclusion

In this chapter we reviewed the advances that have been made in the field of hy-
brid modelling of collective behaviour. Hybrid models combine agent-based models
with mean-field concentration models and allow a more accurate description of cer-
tain systems than the general mean-field approach. Comparedto purely agent-based
models hybrid models have the advantage of a reduced computational complexity
and a wider range of applicability. As hybrid models explicitly consider individual
behaviour as well as interactions between individuals, stochastic effects are incor-
porated which can alter the behaviour from that of the corresponding continuum
model. This became especially clear during the studies of hybrid chemotaxis mod-
els in Section 5. We showed that the hybrid models do not produce a travelling wave
in the classical sense, as agents are dropping out behind thewave. This effect leads
to a decrease in the number of agents in the wave, which also slows down the wave,
as demonstrated in Figure 7. We also discussed some of the problems and difficul-
ties related to the use of hybrid models. In particular the spatial matching between
the discrete agents and the continuous variables has to be considered. We showed in
Figure 8 that the choice of the gridsize can have a significanteffect on the behaviour
of hybrid models and has to be handled with care.
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