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The use of compartmental models has been a dominant framework for modeling infec-
tious diseases. These models assume that the underlying population is fully mixed. Stud-
ies have shown that in reality, the rate at which an infectious disease disease propagates in
a population also depends on the pattern of contacts individuals make. Thus an alternative
way of modeling which captures the heterogeneous nature of the population is the use of
contact network models. Several contact network models have been proposed; however in
this work we propose a simple and straightforward method of creating a contact network,
where schedules in form of a calendar is created for each individual in the population.
The contact pattern in the network model is limited or/and randomized in order to explore
its effect on how the disease spreads. The results are compared to the mass-assumption
model which shows an agreement with the randomized-mixing assumption of the tradi-
tional compartmental model, while the limitation in the contact pattern in the network
model shows the effect of restricting movement in the spread of the disease.
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E-R Erdös Rėyni Model Networks
β Transmission rate
α Progression rate
γ Recovery rate
k Degree
Pk Degree distribution
k̄ or 〈k〉 Average degree
T Average transmissiblity
Tc Epidemic threshold
R0 Basic reproduction number



8

1 Introduction and Background

1.1 Introduction

Epidemiology is the study (scientific, systematic, data-driven) of the distribution (fre-
quency, pattern) and determinants (causes, risk factors that precipitate disease) of health-
related states and events in a specified population and its application in controlling health-
related problems [2]. Although an epidemiologist and a clinician deal with the existence
and control of diseases, their views on “the patient” differ greatly. While an epidemiolo-
gist is concerned about the general well-being of individuals in a community or popula-
tion, the clinician is concerned about the well-being of a single individual [2].

According to [3] and [4], the continuous problems created by infectious diseases gave rise
to the need for rigorous study which entails the following:

• description of complex data to facilitate the dissemination of results.

• demonstration of general laws governing the dynamics of epidemics.

• estimation of the parameters that cannot be measured directly.

• prediction or forecasting of future disease burdens.

1.2 Modelling Methodologies in Mathematical Epidemiology

Answering specific questions to a problem forms the basis of model building. The type
of models built depends on the availability and quality of data to be used, the background
of the modelers, and the epidemiology of the disease to be modeled [5]. [5] stated that
determining how complexity a model should be, is an art as well as a science. This is
because including extra parameters or state variables may increase the complexity of the
model without necessarily enhancing the quality of the model response. Also, ignoring
some factors that are clearly not far from reality in the study of such disease could give
rise to results that are misinforming [6].

In order to ensure that the epidemiological model resembles the system it represents , a
crucial step in developing such model is model verification and validation [7]. In his com-
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prehensive review, [7] defines model verification as the process of assessing the model’s
logic, simulation code, and that it works as expected.

Model validation ensures that such model resembles reality. There are no standard proce-
dures to follow when validating models, however [7] provides the following guidelines:

• models should make biological sense.

• models should imitate real life.

• models should be fit for the use they are designed for.

• models should not be overly sensitive to the influence of uncertain parameters.

[1] state that mathematical modelling of infectious disease dynamics can be broadly
classified into three categories as shown in Figure 1. For the purpose of this work, we
shall focus on mathematical-mechanistic models, specifically complex network models
to forecast the evolution of epidemic spread.

Figure 1. An overview of mathematical models for infectious diseases culled from [1]. It is broadly
grouped into three categories: (i) statistical methods such as regression methods, time series analysis, spatial
models e.t.c (ii) mathematical state-space models such as stochastic models, complex network models e.t.c
(iii) machine learning-base models
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1.3 Continuous Deterministic Models

The starting point in modeling an infectious disease is using continuous deterministic
models also known as deterministic compartmental models [8] where individuals are
grouped into small number of compartments based on their disease status [9, 10, 11, 12].
Deterministic in this context means that the model predictions are based entirely on the
following: initial conditions, underlying system of equations, and the unknown parame-
ter values [13], while continuous implies that effective number of contacts per unit time
is continually changing [11]. Choosing which of compartments to include in a model is
based on the attribute and nature of the disease under study and the reason for which the
disease is being modeled [14]. The population under study is divided into disease classes.
These classes according to [15] include:

• Susceptible: These are individuals who are not infected but can get infected.

• Exposed: These are infected individuals that are not yet capable of transmitting the
disease to others.

• Infected: These are infected individuals who may infect susceptible individuals
given contact.

• Removed/Recovered: These are individuals who are immune to the disease or oth-
erwise isolated from possible infection.

1.3.1 Susceptible-Exposed-Infectious-Recovered (SEIR) Model

Some diseases that are infectious like influenza are best modeled using an SEIR model [14].
SEIR models are preferred over other compartmental models since they take care of the
exposed class. In this type of model, individuals move to the next compartment after a
waiting time period. By waiting time period we mean either the latency period, infectious
phase or recovering period [16]. Hence throughout this work, unless otherwise stated,
we will refer to waiting time as either of the three periods or phase mentioned above.
This type of compartmental model is used for our analysis in this thesis. The flowchart
describing this type of model is shown in Figure 2 and the model’s system of equations
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is:
dS

dt
= −βSI

N
,

dE

dt
= β

SI

N
− αE,

dI

dt
= αE − γI,

dR

dt
= γI,

(1)

where β is the transmission rate, α is the progression rate with 1
α

being the mean latent
period and γ is the recovery rate [17].

Figure 2. Flowchart of a simple SEIR model

1.4 Limitations of Continuous Deterministic Models

Continuous deterministic models have been long be useful in the field of mathematics
of infectious disease, however they do not properly account for some certain realistic
aspects in the spread of infectious disease [18]. The propagation of an infectious disease
in a population is largely due to the network formed when there is an encounter between
a susceptible and an infectious person [19]. Some of the limitations of this type of model
are based of the following model assumptions:

(i) Exponentially Distributed Waiting Times
The model assumes that the time taken for a host to move to the next health state is
exponentially distributed [20]. Exponentially distributed in the sense that the prob-
ability that such host moves to the next compartment during a given time interval is
proportional to the duration of the given time period. According to [21], this model
assumes that a host becomes infectious upon having contact with an infectious per-
son and that the chances of an individual recovering from infection does not depend
on the waiting time between the period of infection and recovery. According to [20]
these two assumptions are unrealistic.
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(ii) Homogeneous and Well-Mixed Population
The model assumes that the population is homogeneous in nature and completely
mixed [16,18,19,20,21,22]. This means that every host has equal but small chances
of contacting and spreading the disease to other hosts in the group of population;
thus the mass-action assumption [10,19,22,23]. According to [22], this assumption
was made specifically to enable a modeler to write the model as differential equa-
tions. But in reality, this is not always the case since the spread of an infectious
diseases differ in age groups, latent periods according to an individuals immune
system or behavior, rates of transmission depending on the nature of contact since
the rate of spread of some infectious diseases is higher during contacts at home
than contacts at work for example [18]. Also for a population with large number
of individuals, each person associates only with a few people with whom they can
possibly transmit disease to [24].

(iii) Large Population Size
According to [21], the form of this model which is derived as a system of differ-
ential equation, for example in Equation (1) is determined by the assumption that
the population size is very large or infinite in size strictly speaking. However if the
underlying population size is small, modeling using this form of model as differen-
tial equations becomes problematic since stochastic effects which are crucial in the
analysis are not achieved [21, 25].

1.5 Objectives of the Study

The nature of contacts made by hosts in a given population is an crucial factor in deter-
mining how the infectious disease spreads in such a population [26]. Furthermore, the
existence of individuals with contacts or connections larger than the average number of
encounters, the number of times and duration of these contacts made and most impor-
tantly, the topological structure of the contact network formed within the population all
have major effects on how the disease propagates in the entire population [26, 27, 28].
Several statistical models incorporating contact networks have been proposed in previous
studies in infectious disease modeling [11, 12, 13, 29, 30]. However in this work a differ-
ent method of generating contact network is being proposed where schedules in form of
a calendar is created for each individual. A disease is likely to be transmitted with some
probability when an infectious person makes an encounter with a susceptible person as a
result of having a common meeting point from their different schedules. Therefore our
objectives in this work are:
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• to introduce and understand the concept of contact network in modeling infectious
diseases.

• to explore the impact and limitations of different network structures using our pro-
posed method on the epidemic.

1.6 Structure of the Thesis

The rest of this thesis is organized as follows: Chapter 2 presents two discrete model-
ing approaches, concepts from graph theory which forms the basis of contact network,
and our proposed calendar method of generating contact networks which forms the main
methodology of this thesis. Next is Chapter 3 which entails the implementation of our
proposed method using numerical simulations and the analysis of the results obtained.
Finally Chapter 4 concludes the thesis by discussing its findings and outlines directions
for future research.
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2 CONTACT NETWORK MODELS

Our main focus in this chapter is contact network models which forms the main research
methodology of this thesis. However, we shall take a look at a known discrete model-
ing algorithm, the Gillespie algorithm and another discrete modeling approach informally
called as Euler’s method. Since observations collected for individuals in different com-
partments are often discrete-time points (such as daily, weekly, monthly or annual in-
cidence rates depending on the disease), discrete-time models are more suitable [8, 31].
Also since the change in health status of an individual is relatively proportional to the
waiting times, a finite difference algorithm; that is discrete-time modeling would be ap-
propriate [8].

2.1 Discrete Modeling: Gillespie Algorithm

An easy and efficient method of simulating stochastic models or Markovian processes was
proposed by [32] where state variables changes are simulated by what now is called the
Gillespie algorithm. One assumption of this algorithm which makes it particularly effi-
cient is that all possible transitions from one compartment to another occur independently
at each time step with given probability which depends on the number of individual in
each compartment [33]. One disadvantage of this algorithm is that it is difficult to apply
when the underlying process is non-Markovian with inter-event times which are not expo-
nentially distributed [34]. According to [33,34,35], the idea behind Gillespie’s algorithm
is given as follows:

• The rates of all likely events happening are computed together with the total rate
for a change to occur. Epidemiologically speaking, this implies finding the rate
at which a susceptible host is likely to be infected and the recovery rates of each
infected host.

• Using this computed rate of change, sample the waiting time before the next event
happens as an exponential random variable with the calculated total rate of change
as the rate of the distribution.

• Sample which event occurs, where the probability of the event happening is propor-
tional to the rates of each event.

• Update and repeat the process.
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2.2 Discrete Modeling: Euler’s Method

An alternative approach to the event-based approach described in Section 2.1 is using
the Euler’s discretization method; a time-based approach [36]. This method is an im-
provement to the Gillespie algorithm in cases of slow steps in finding which host gets
infected [34].

One of the assumptions of compartmental models is that the system is memoryless [8].
That is, there is no difference between individuals that have spent significant amount
of time periods in a particular compartment compared to those individuals that are just
included in any of the compartments. However with this method, instead of calculating the
time for the next event to happen selected from all possible events like the case of Gillespie
algorithm, we can calculate when an infected host would transmit the infectious disease
to others and when the time of recovery would be; all depending on the waiting times to
move to the next compartment [34]. This implies that the number of days spent by an
individual in a particular compartment can be tracked, the progression of the underlying
infectious disease through each persons in the population can be properly monitored [37].

Often, using this discrete-time modeling is more faster than the Gillespie algorithm [34]
and hence is used in implementing our proposed calendar method of generating contact
networks. Using this method analytically involves transforming the system of differential
equations to difference equations. For more detailed example, see [36].

2.3 Contact Network Structure: Concepts from Graph Theory

In a contact network model, the interactions between individuals are studied. Unlike in
compartmental models where a susceptible host can come in contact with any host in the
population, the contact network model assumes that each host has a defined number of
persons whom they come in contact with. This type of model describes the natural way
in which members of a population interact, which is true in reality [29].

The idea of contact network models can be related to the concepts in graph theory. Each
individual or group of individuals in a host population represents the node or vertex while
the contacts or interactions among them is seen as the edges or links as shown in Figure 3
[10, 18, 29, 38].
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Figure 3. A simple network showing the nodes and edges connecting them.

An important feature of contact network models is the degree distribution Pk. The number
of connections (edges) a particular node has is called the degree k of the node which
signifies the number encounters which could result to a possible transmission of infection
as shown in Figure 4 [10, 18, 34]. Clearly from Figure 4, the higher the number of links
a vertex has, the higher chances that it is a neighbor of a vertex that is already infected.

Figure 4. Here the degree for nodes 1 to 10 are 1, 3, 1, 1, 2, 5, 3, 3, 2 and 1 receptively.

Hence the distribution of the number of such encounters within a given population is
known as Pk [12, 18, 34]. According to [10, 39] Pk refers to the set of probabilities that
a randomly chosen node has degree k. Also by counting the number of vertices each de-
gree has, we can define Pk as the fraction of vertices in the network with degree k [40].
According to [28], plotting the degree distribution is one important way of showing the
useful characteristics of a contact network (see Figure 9). Pk follows a Poisson law, im-
plying that the number of vertices having degree k has an exponential decay between k
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and the average degree k̄ or 〈 k〉 given by
∞∑
k=1

kPk [39]. The variance of the degree of

distribution can be used to determine if a network is homogeneous or heterogeneous [29].
If the variance calculated as σ2 =

∑
(k − k̄)2Pk is zero then every person has the same

number of contacts in which case we have a homogeneous network–same as deterministic
compartmental models described in Section 1.3; else the network is said to be heteroge-
neous [29].

It is imperative to mention here that an encounter between any two nodes; an infected host
and a susceptible host does not necessarily imply that there is transmission of infectious
disease. Hence a network includes both edges that result to transmission of infectious
disease and those edges that do not. At any particular time period, the chances of a node
changing its health state is assumed to depend on its present health condition and that of
its immediate neighbors [34]. For instance, a node which is susceptible has chances of
getting infected if the surrounding number of nodes are infectious [34]. However, the rate
of recovery of an infected node does not depend on its neighbor but on the infected node
itself [34].

The structure of a network to be used depends both on the structure of population under
study and the nature of the infectious disease itself [29]. Even within the same population,
the type of network to be used would be different for diseases contaminated through
unprotected sex like HIV or mere contact [29]. In addition to the latter, there might be
difference between infections that occur as a result of lengthen close encounter in order
for disease to spread and ones in which only a short encounter is enough to transmit the
disease [29].

A network can either be directed or undirected as shown in Figure 5 depending on the
mode of transmission.
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(a) A directed network. (b) An undirected network.

Figure 5. Types of networks

A network is said to be undirected (see Figure 5b ) if the transmission of the infectious
disease can occur in either direction between two nodes in contact (meaning that trans-
mission is symmetric) [18]. However, there are cases where an individual gets infected
but the converse is not true [18]. An example is transmission through blood transfusion
where infection happens only in one direction. The type of network describing such a
situation is called a directed network as seen in Figure 5a [11]. The connections within
a population can be described using the adjacency matrix, A [11]. Therefore we define
Aij = 1 if there is a connection with possible transmission of infection from person i to
person j else Aij = 0 [11]. The adjacency matrix A gives a summary of the possible
connections within a network [11]. For example in Figure 6, the adjacency matrix A with
a total number of 100 entries out of which 13 are ones ( 13 edges in the graph) , is given
as

A =



0 0 0 0 0 0 0 0 0 0

1 0 0 0 0 1 0 0 0 0

0 0 0 0 0 0 0 0 0 0

0 0 0 0 0 0 1 0 0 0

1 0 0 0 0 0 0 1 0 0

0 1 0 0 0 0 1 1 0 0

0 0 0 1 0 0 0 0 1 1

0 0 0 0 0 0 0 0 0 0

0 0 0 0 0 1 1 0 0 0

0 0 0 0 0 0 0 0 0 0
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Figure 6. A directed graph with 13 edges and 10 nodes.

Epidemiologically, a network is said to be connected if the disease outbreak is able to
spread through the entire population from any starting point by means of contact with
infected persons [11, 29].

In the next section we shall briefly discuss methods for gathering data to describe a contact
network since such data include details about contact among hosts in a population which
can be a laborious task.

2.4 Methods for Sampling Contact Network Data

Gathering information in order to determine or build a complete random network could
be a herculean task since it involves knowing every individual in a population and their
interaction between others whom they contact [11, 38]. Moreover, issues surrounding
individuals privacy in the case of sexual contacts, misreporting and error during sampling
makes the entire data collection process more tedious [38]. According to [38], methods
for collecting data in building contact network in the absence of an infectious disease can
generally be grouped as either direct or indirect.

Direct methods such as diary-based studies or device-based studies which are primar-
ily used for humans only, involves gathering information on the nature of the contact
behavior of hosts in a population [38]. In dairy-based studies, individuals from a se-
lected population sample record their contacts as they occur or immediately after they
occur [11, 38]. Thus the idea of individuals not being able to recall or recount their con-
tacts is avoided [11]. According to [11], this technique allows a larger number of persons
in the population under study to be sampled extensively.
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However this technique of data collection comes with a challenge. The collection of infor-
mation as regards to the contact behavior of individuals relies solely on the individuals in
question [11]; hence individuals in the population may have different definition of what
a close contact means [11]. According to [38], sexual intercourse has been defined to
be close contact in a sexually-transmitted disease like gonorrhea while an in-person two-
way conversation exceeding two words has been defined to be close contact for infectious
diseases spread through respiratory droplets or fluid.

Device-based study techniques of data collection depend on the usage of electronic record-
ing devices which is used to measure the closeness between individuals most especially
for infectious diseases spread through respiratory droplets or fluid [38]. Mobile phones
and animal ear tags are examples of materials used in device-based studies [38].

Other techniques of data collection which are indirect involve using information obtained
from general human or animal behaviors [38]. Examples include data collected on num-
ber of persons attending a school, census data and so on. Although this technique is
less direct on humans, they serve as a guide in knowing the behavior of individuals in a
population [38].

2.5 Idealized Contact Networks

Several forms of well-studied families of computer-simulated contact networks have been
used extensively in the field of epidemiology to study disease spread and their implica-
tions for epidemic spread. They are either defined in terms of how connections are formed
or how hosts are distributed either geographically or socially [11]. Here we briefly discuss
some of these types of networks as follows:

(i) Small-world Networks
Small-world networks described in [41] are networks defined by high level of clus-
tering (also known as transitivity, cliquishness or mutuality) and short path lengths [11]
as shown in Figure 7. By clustering we mean that the neighbors or friends of any
given vertex are likely to be neighbors or friends of each other [11, 12, 18], and by
short path lengths, we mean that large number of randomly selected node can be
reached in small number of steps [11, 28]. [10] referred to this type of network as
six degrees of separation. For instance, six degrees of separation of two persons
simply means that any two persons located anywhere in the universal can be linked
through a chain of almost six acquaintances [10].
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Figure 7. An Example of a small-world network with 8 nodes showing high level of clustering
and short path length.

According to [11, 28], disease spread in this type of network with small region
implies that it takes a short while for everyone in the population to be infected since
the spread is rapid and the chances of containing the disease is small.

(ii) Scale-free Networks
Scale-free networks are characterized by few nodes with highly connected nodes
and many nodes with small number of contacts as seen in Figure 8 [11, 12].

Figure 8. An Example of a scale-free network with hubs having high level of connectivity.

Nodes with highly connected nodes are called hubs. In epidemiological terms, they
are called super-spreaders [10, 11]. This type of network is assumed to follow
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power-law degree distribution given as

Pk ∼ k−x,

where x is some exponent in the interval 2 < x < 3 as shown in Figure 9 [42].

(a) Power-law degree distribution on a linear scale.

(b) Power-law degree distribution on a log scale.

Figure 9. Histograms of a power law degree distribution with exponent of −2 and maximum
degree of 1000, resulting in an average degree of around 7 of a network with 10, 000 nodes.

Here as the degree k increases, the degree distribution Pk decays slowly which
implies that chances of finding a node with a very large degree increases.

Scale-free networks provide a means of modeling a population with high level of
heterogeneity in their connectivity distribution by incorporating individuals which
are highly connected to other individuals [11, 29]. This type of network can be
constructed sequentially by adding new individuals one by one in a preferential
manner to individuals who are already connected to large number of persons in
the population [11, 29]. The connection of a new individual to an already existing
individual is made at random with a probability which is proportional to the number
of contacts of that existing individual [29,30]. This implies that new individuals join
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the most popular people in the population and so the rich get richer leading to hubs
with very high degree [29].

According to [10, 11, 12, 29], sexually transmitted diseases are best modeled using
scale-free networks. Having too many connections like the hubs in the network has
major effects on the population according to [11]. Firstly an individual with too
many contacts is at greater risk of being infected and thus once infectious, he/she
become infectious to many others after a certain time period [11].

(iii) Spatial Networks
These types of network are flexible when compared to other forms of contact net-
works [11]. Building a spatial network involves positioning individuals within a
given area or volume who are then linked together with a certain probability which
depends on their distance in form of a connection kernel [11]. In order to gen-
erate different forms of contact networks ranging from contact networks having
scale-free properties to small-world structures, the distribution of the nodes or the
connection kernel can be changed [11, 23]. The degree distribution of spatial net-
works, which is often approximated by a Poisson distribution, generally shows high
degree of heterogeneity [11].

(iv) Configuration Networks
In this type of network, a set of contacts that each person wishes to have is linked to
such a person and then these contacts are randomized and assigned to other persons,
depending on the number of contacts they wish to be connected [28]. This simple
form of creating network of contacts has an advantage that no short forms of loops
are created within the network since it is basically created from individuals that are
randomly connected [28].

(v) Erdös Rėyni (E-R) Model Networks
In this type of network, an edge connecting two given nodes is randomly created
with probability p = 2M

N(N−1) independent of all other N(N−1)
2

possible edges, where
N and M denote the needed number of nodes and edges respectively of the actual
network to be simulated [27, 29, 30]. In order to produce a given number of simu-
lated networks with the number of edges on the increase, the probability p can be
varied [30].

More details of other forms of contact networks such as lattices and exponential random
graph networks can be found in [11, 12, 13, 29, 30].
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2.6 Predicting Disease Spread in Contact Network Models

One of the steps in contact network modeling according to [12] is to mathematically
predict the disease dynamics in the population using the attributes of the disease and the
topological properties of the network.

Suppose that there is a disease outbreak, first from a random vertex in a contact net-
work; where such a vertex is called patient zero in epidemiological terms [12]. The
disease spreads through the network in the same manner as the compartmental models
with the exception that the structure of the contact network replaces the random-mixing
contact patterns of the compartmental models, which assumes a Poisson degree distribu-
tion [12, 18]. The initially infected nodes would remain exposed after a given waiting
time period and then become infectious, during which time there is a tendency to transmit
the disease to its neighbor [12, 18]. This process continues for all infected nodes. This
spread of disease across the network looks similar to bond percolation from the branch
of statistical physics which describes, for example, how a liquid flows through a porous
media [43]. Generally speaking, percolation theory can be used to describe the connectiv-
ity in random contact networks, and hence the theory can be well applied to forecast the
size or number of nodes reached along the links in a contact network during the infection
disease spread [18]. This idea was first suggested in [44] and [22]. It has recently been
extended into a more flexible approach in modeling infectious diseases by [19, 45, 46].

According to [12], how an infectious disease spread a contact network relies on its struc-
ture and the infection rate. Following the works of [22], to model the rate of infection,
every contact or edge in a contact network is given a per unit time probability of infectious
disease transmission pij; that is the chances that if a node i is infected, it will transmit the
infectious disease to node j during its period of infection. Therefore if we assume discrete
time steps (say in an interval of one hour), if node i is infectious for hi time steps, then the
probability that a susceptible node j will be infected when there is an encounter as shown
in [12, 22] is given as

Tij = 1− (1− pij)hi . (2)

However for continuous time, the probability 1−Tij that node j would not be infected by
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node i as shown in [12, 22] is given as

1− Tij = lim
δt→0

(1− pijδt)hi/δt , (3)

1− Tij = e−pijhi (4)

Tij = 1− e−pijhi . (5)

Suppose we assume that pij given in Equations (2) and (5) is independent and identically
distributed (iid) random variable chosen from a certain probability distribution ϕ(p), then
Tij is also an iid random variable [12,22]. Furthermore, the quantity pij gives a summary
of the main features of infectious disease transmission in addition to the likelihood that
a disease would be transmitted if there is contact between a susceptible node and an
infectious node [12,18]. Therefore the chances that a disease would spread is conditioned
entirely on the mean probability of transmission (better known as average transmissiblity

) between two hosts, given by

T = 〈 Tij〉 = 1−
∞∫
0

φ(p)dp, (6)

where φ(p) = 1 − ϕ(p)(1 − p)h and φ(p) = 1 − ϕ(p)e−ph for discrete and continuous
time, respectively [12].

2.7 Predicting The Fate of an Outbreak in Contact Network Models

The concept of probability generating functions (pgf) from probability theory can be used
to predict the fate of an infectious disease outbreak and also give useful summaries about
the structure of the underlying contact network [12, 18, 19]. The pgf for the degree distri-
bution Pk with degree k of a contact network is defined as [12, 19, 22]

G0(x) =
∞∑
k=1

Pkx
k. (7)

From Equation (7), the derivative at x = 1, G′0(1) gives the average degree 〈k〉mentioned
in Section 2.3.

Suppose we choose an edge randomly and trace it to one of its nodes. The number of
edges different from the randomly chosen edge but still connected to that particular node
is termed excess degree of the node or vertex [12,19]. Specifically, the chances of arriving
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at a vertex with degree k (thus with excess degree of k − 1) is directly proportional to
k [12, 19]. Therefore we can define kPk

〈k〉 as the probability that a randomly chosen edge
with a vertex at its end has excess degree k − 1 [12, 19]. With this, our pgf for an excess
of a vertex or node as [12, 19]

G1(x) =

∞∑
k=1

kPkx
k−1

∞∑
k=1

kPk

, (8)

and upon finding the derivative of Equation (8) at x = 1 we obtain our average excess
degree as

〈ke〉 =

∞∑
k=1

k(k − 1)Pk

∞∑
k=1

kPk

=
〈k2〉
〈k〉
− 1. (9)

Usually an infectious disease will spread through some but not all of the links or edges
in a contact network when an infectious disease is introduced into the network according
to the average transmissiblity given in Equation (6) [12]. Those edges that were infected
as a result of the spread of the infectious disease are termed occupied [12]. Therefore the
pgf for the occupied is given as [12, 18]

G0(x;T ) = G0(1 + (x− 1)T ) (10)

Similarly, the pgf for the excess occupied is given as [12, 18]

G1(x;T ) = G1(1 + (x− 1)T ) (11)

Generally speaking, the percolation theory gives a description of the average behavior of
clusters connected together in a random graph which can be applied to forecast the size of
infected group of nodes [12]. For a fixed network, the critical transmissiblity which is the
minimum transmissiblity (T) required for an infectious disease outbreak to be called small
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outbreak or large-scale epidemic is given by the epidemic threshold Tc as [12, 18, 19, 22]

Tc =
1

G′1(1)
=

〈k〉
〈k2〉 − 〈k〉

. (12)

According to [12,19], the well-known traditional basic reproduction number R0 is related
to the average transmissiblity T in Equation (6) by

R0 = TG′1(1) =
T

Tc
= T

(
〈k2〉 − 〈k〉
〈k〉

)
. (13)

Thus from Equation (13), when R0 = 1, then T = Tc. Similar to the interpretation of
R0, recall from Equation (12) that Tc is the critical transmissiblity value above which the
underlying population is liable to large scale epidemic (although this is not a guaranteed
for the epidemic to happen) and below which will result to a small outbreak [12,18,19,22].

Another quantity that is of epidemiological importance is the average size 〈s〉 of an out-
break beginning from a vertex chosen at random, given by [12, 18, 19, 22]

〈s〉 = 1 +
G′0(1)

1− TG′1(1)
= 1 +

T 〈s〉

1− T
(
〈k2〉
〈k〉−1

) . (14)

From Equation (14), 〈s〉 is valid if TG′1(1) < 1 [12, 18, 19, 22].

Predicting the probability and size of a full-blown epidemic is feasible when the trans-
missiblity of an infectious disease is above the epidemic threshold Tc. Thus Equation
(14) becomes no longer applicable in determining the size of the resulting full-scale epi-
demic [12, 18, 19, 22]. Therefore the probability of a large-scale epidemic S is given by

S = 1−
∞∑
k=1

Pk(1 + (u− 1)T )k, (15)

where the sum term gives the likelihood that an outbreak would erupt from a single infec-
tion instead of a full-scale epidemic and u is the probability that an individual connected
at the end of the edge is not infected with the disease in question [12,19,22]. This proba-
bility is obtained numerically by finding the solution (that is, the root) to the equation

u =

∞∑
k=1

kPk(1 + (u− 1)T )k−1

∞∑
k=1

kPk

. (16)
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Other relevant epidemiological quantities which has been extended by [12, 19] from the
results proposed [22] have been derived. One of such is the probability that an initially
infected person known as patient zero with degree k being the number of k contacts will
spark an epidemic is given by [12, 19]

εk = 1− (1− T + Tu)k, (17)

while the probability that a group of infected nodes with N cases will spark an epidemic
on a large-scale is given as [12, 19]

1−
N∏
i=1

(1− εki), (18)

where ki is the degree of each host i. Equation (18) is simply the probability that an
epidemic will not be sparked by N hosts that are infected with the disease [12, 19].

Also, the probability that none of contacts of a specific infected host will result to an
epidemic is given by [12, 19]

∞∑
k=1

kPk(1− T + Tu)k−1

∞∑
k=1

kPk

, (19)

while the probability that an outbreak of sizeN would result to an epidemic is give as [12,
19]

1−


∞∑
k=1

kPk(1− T + Tu)k−1

∞∑
k=1

kPk


N

(20)

Finally according to [12,19] the probability that a random chosen host with degree k will
be infected due to the full-blown epidemic is given as

vk = εk = 1− (1− T + Tu)k. (21)

Equation (21) is simply the risk of a host being infected as a result of an outbreak which
is a function of the host’s number of contacts k.
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2.8 Network Formulation: Calendar Method

So far we have mentioned some well-studied types of contact networks that are designed
to mimic real contact networks in the study of infectious diseases. They all focus on some
of the characteristics of a real contact network such as the level of connectivity, path
lengths, clustering, heterogeneity, and so on. However in this work, we propose a simple
and straightforward method of describing the network of contacts for a given population
implemented using MATLAB. In this method, schedules in form of calendar is created for
each person in the given population. A disease is likely to be transmitted with probabil-
ity (see Equation (22)) when an infectious person comes in encounter with a susceptible
person. This can happen depending on the probability of infection at each encounter and
duration of contact as a result of having one or more common meeting points ( such as
train station, school or shopping mall ) from their different schedules within the popula-
tion or between sub-populations. The network generated is limited and/or randomized in
order to vary the structure of the network.

The probability Pinf of an individual getting infected at some other points of encounters
is derived by first calculating the probability of an individual not being infected during an
encounter, that is 1 − pe which is replaced by (1 − pe)h for several hours of encounter,
and then subtracting this value from one:

Pinf = 1− (1− pe)h, (22)

where pe is probability of getting infected for each encounter and h is the hours of contact.

The following assumption are made in order to simplify the contact network generated:

(i) The underlying population size is small so as to obtain more accurate information
concerning the daily activities of the individuals in the population and also due to
the computational cost.

(ii) The rate of transmission of the disease when there is contact between at least two
persons is the same and equal for all.

(iii) Each individual spends at least one hour in a place(s) for contact that may lead
to transmission of infection. That is, at least one hour of contact is enough for a
susceptible person to get infected from an infectious person.
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3 NUMERICAL SIMULATIONS & RESULTS

In this chapter we present the results obtained from the numerical simulation of our pro-
posed method of generating contact network discussed in Section 2.8 using MATLAB.
Since one of our aim in this work is to explore only the effects of the contact network
structure, certain quantities such as infection probability for each encounter, a total num-
ber of 10 contact places (such as schools, shopping mall, bus station, homes and so on),
and time steps are all kept constant or otherwise mentioned.

First we verify our contact network generated by first calibrating the SEIR model with
and without network to obtain Figure 10.

Figure 10. Comparison of the SEIR model with and without a network using discrete-time mod-
eling approach, with initial conditions: S(0) = 990 , E(0) = 0 , I(0) = 10 , R(0) = 0 for
600 hours.

Figure 10 shows the comparison of our SEIR model with and without network structure
for a small population of 1000 individuals. 10 infectious persons where randomly chosen
from the total population as the initial number and we carried out a simulation of the
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epidemic for 600 hours (25 days). The probability of infection for each encounter or
interaction after calibration of the model was found to be 0.0038 while the rate of infection
was found to be 0.9 per hour . For the non-network model, the probability of infection was
drawn from an exponential distribution with a constant rate of infection. For both cases,
the waiting times before moving to the exposed, infectious and recovery health states
are all drawn from normal distributions with mean values (in hours) as 28, 100, and 350

respectively and constant standard deviation of 26 for all. The plots for each compartment
in both models ( with and without network) are almost the same because for our network
model, the contact pattern was randomized for every individual in the population which
is one of the assumptions of the standard epidemic SEIR model mentioned in Section 1.4.

Suppose we restrict the interactions within the population by spitting the entire population
of size 1000 into three subpopulations I, II, III of sizes 300, 400, and 300 respectively.
With 10 initial number of infected persons chosen randomly from subpopulation I only,
the situation changes as seen in Figure 11.

Figure 11. Contact network model with three subpopulations having no common meeting place
using discrete-time modeling approach with initial number of infected persons chosen randomly
from the first subpopulation only; initial conditions: S(0) = 990 , E(0) = 0 , I(0) =
10 , R(0) = 0 for 600 hours.
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Similar situation is also observed in Figure 12 when the initial number of infected persons
are chosen randomly from subpopulation I and II only.

Figure 12. Contact network model with three subpopulations having no common meeting place
using discrete-time modeling approach with initial number of infected persons chosen randomly
from the first two subpopulations; initial conditions: S(0) = 990 , E(0) = 0 , I(0) =
10 , R(0) = 0 for 600 hours.

In both cases as seen in Figures 11 and 12, we observe that not all the 1000 susceptible
persons of the entire population were infected with the disease. This implies that a restric-
tion in the level of interactions within the entire population has the tendency to slow and
reduce the spread of the infectious disease. Also when compared to the case where the en-
tire population is randomized, we observe a decrease in the maximum number of exposed,
infected and recovered persons as a result of no interaction between the subpopulations.
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However, the situation changes when we have just one infected person in subpopulation I
only, with subpopulations I and II, and subpopulations II and III having just one common
meeting point each as shown in Figure 13.

Figure 13. Contact network model with three subpopulations having just one common meeting
place each using discrete-time modeling approach with initial number of infected persons chosen
randomly from the subpopulation I only; initial conditions: S(0) = 999 , E(0) = 0 , I(0) =
1 , R(0) = 0 for 600 hours.

Figure 13 shows almost similar result in Figure 10 probably because the rate of infection
and probability of getting infected are relatively high. This implies that once a susceptible
gets in contact with an infected person, the chances of such person getting the infectious
disease is relatively high. Thus the disease is spread at a quicker rate.
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Lets consider a different but realistic scenario in the level of contact pattern of persons
in the population. Suppose that only a few initially uninfected persons (say politicians
for example) in subpopulations I and II are allowed to meet at a particular meeting place
(say a five-star hotel). With only 3 persons from subpopulation I as the initial number of
infected, the situation changes when we simulate the process for several times as shown
in Figure 14.

Figure 14. Contact network model with subpopulations I and II having just one common meet-
ing place by few persons using discrete-time modeling approach with initial number of infected
persons from the subpopulation I only; initial conditions: S(0) = 997 , E(0) = 0 , I(0) =
3 , R(0) = 0 for 600 hours. The three trajectories for each compartment represents different
realizations from the simulation.

Figure 14 shows the effect of the contact network when the contact pattern or movement
of persons in a particular population or subpopulation is limited. At the beginning of the
epidemic, about 300 persons get infected and after a while nothing happens and then sud-
denly everyone gets infected eventually. Thus, when compared to Figure 10, we observe
that for each of the three runs, the rate at which the infectious disease spreads is limited
by restriction in the contact network.
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Figure 14 shows a limitation in the rate at which the disease spreads when compared to the
situation where everybody has equal chances of spreading the disease as seen in Figure
10. However having more few persons (who might eventually get infected in the long
run) to meet at a common place has the tendency to propagate the spread of the disease as
shown in Figure 15.

Figure 15. Contact network model with subpopulations I, II and III having just one common
meeting place by few more persons using discrete-time modeling approach with initial number
of infected persons from the subpopulation I only; initial conditions: S(0) = 997 , E(0) =
0 , I(0) = 3 , R(0) = 0 for 600 hours. The three trajectories for each compartment represents
different realizations from the simulation.

Comparing Figure 15 and Figure 14 shows that the susceptible individuals in the popula-
tion are infected much faster in the former. Nevertheless in both cases, the spread of the
disease is limited by contact network.
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We further restrict the mobility of few persons who have a defined schedule for the entire
period of time in the population. The effect of such situation is shown in Figure 16.

Figure 16. Contact network model with few persons having a defined schedule using discrete-time
modeling approach with initial number of infected persons chosen such persons; initial conditions:
S(0) = 997 , E(0) = 0 , I(0) = 3 , R(0) = 0 for 600 hours. The three trajectories for each
compartment represents different realizations from the simulation.

Figure 16 shows that the infectious disease does not immediately start spreading through-
out the entire population. Individuals in the population start getting exposed and infected
to the infectious disease after a certain time period. This situation for example, can be
linked to school kids in kindergarten who go to school from home, and after a while in
school, they return back home. Here we assume that 3 of the kids in the kindergarten
where initially infected with the disease.
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Suppose we have a similar scenario as Figure 16 but with two different subgroups of
persons in the population. The effect of such situation is shown in Figure 17.

Figure 17. Contact network model with few persons in two different subgroups of the population
having a defined schedule using discrete-time modeling approach with initial number of infected
persons chosen from the first group; initial conditions: S(0) = 997 , E(0) = 0 , I(0) =
3 , R(0) = 0 for 600 hours. The three trajectories for each compartment represents different
realizations from the simulation.

Figure 17 shows that only a few number of persons in the population get exposed and
infected in the entire population. This kind of scenario can be used to describe a situa-
tion where we have two different boarding schools in a population. Besides the teachers
interacting with their respectively students, the teachers in both schools are only allowed
to interact with themselves probably as a result of having a general meeting. Here we
assume that 3 of the students in one of the boarding schools where initially infected with
the disease.
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So far we have considered cases where individuals in the population meet at every time
step (that is, on a regular basis). However, suppose we now consider a case where the
contact network is limited by the frequency of contacts between persons in the population.
An example of such scenario is when the contact network described in Figure 14 is further
restricted by the frequency of contacts between few persons meeting at a particular place
as shown in Figure 18.

Figure 18. Contact network model with subpopulations I and II having just one common meet-
ing place by few persons using discrete-time modeling approach with initial number of infected
persons from the subpopulation I only; initial conditions: S(0) = 997 , E(0) = 0 , I(0) =
3 , R(0) = 0 for 600 hours. The 10 trajectories for each compartment represents different
realizations from the simulation when the contact network is limited by the frequency of contact.

Comparing Figures 18 and 14 shows that in Figure 18, all the 10 realizations from the
simulation remains the same. That is, only a few number of persons always get exposed
and infected. Here we consider a case where few persons in the population meet at a
common place three times a week.
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4 CONCLUSION AND FUTURE WORK

This last chapter concludes the thesis by discussing its findings and outlines directions for
future research.

4.1 Summary and Conclusions

In this work, we have proposed a simple and straightforward method of generating contact
network applied in modeling infectious diseases. The waiting time modeling approach
together with the proposed network method gives us a way of exploring the effects of
contact heterogeneity on the dynamics of infectious diseases.

The spread of an infectious disease through the contact network is similar (that is, changes
in health states of individuals) to modeling with standard compartmental models; except
that the Poisson distribution of contacts and the probability of getting infected in standard
compartmental models which is chosen from an exponential distribution is replaced by the
structure of the contact network and the probability described in Equation (22) receptively.

We further highlighted the differences between the use of standard random-mixing com-
partmental model and contact network model generated using our proposed calendar
method in the spread of an infectious disease by carrying out a simulation for 600 hours
(25) days. Randomizing the network fully gives similar result to that of the mass-assumption
model where everyone has equal chances of getting infected. Several results showing the
effect of varying the contact network structure where obtained. It was found that the
spread of an infectious disease through a contact network depends on two factors: the
topological structure of the underlying network under study, and the probability of get-
ting infected when there is an encounter. This argument is in agreement with the findings
made by [12]. It was indeed shown that restricting the movement of group of persons
in a population tends to slow and reduce the rate at which an infectious disease propa-
gates throughout the entire population. In addition, we argue that our proposed method
generates a network which is dynamic in nature; where the connections within a defined
subgroup of the population changes over time. This agrees with our intuitive perception
of human interactions breaking and forming.

Finally our proposed method of creating contact network is more appropriate for popula-
tions that are small in size, such as community, group of people attending a conference
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(see [26] for more details ) , and so on, where accurate information concerning the sched-
ules of individuals needed for building the network is feasible. A summary of the contact
network settings is shown in Table A1.1.

4.2 Future Work

This thesis has demonstrated the potential of building contact networks, yet many op-
portunities for extending the scope of this thesis remain. The assumptions made using
the proposed method and the findings in this work provide a strong foundation for future
work in determining which particular type of disease is best modeled using our proposed
method, and thus comparing the results with other forms of contact network models used
for such particular infectious disease.

While calibrating the proposed contact network, it was observed that parameter values
such as the rate of infection in no-network models and the probability of getting infected
for each encounter in network models has significant effect on the dynamics of the disease.
Thus, an interesting direction for future work would be to investigate the relationship
between these two parameter values and also carry out a sensitivity analysis of these two
parameters.

Another area for future work is to improve on the proposed method by making it more
realistic. Firstly, by using real data and thus carrying out statistical inference in estimating
the model parameters; and secondly by relaxing or/and improving on some of the assump-
tions made . Further investigation could be made on how the frequency of contacts affects
the spread of the disease like the situation described in Figure 18.

Finally, future research could investigate how to implement various forms of intervention
strategies described in [12, 18], which are seen as control strategies in eliminating the
threat of a large-scale epidemic outbreak.
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Appendix 1. Contact Network Settings

We now present a summary of the settings used in generating the contact network, and the
results in this thesis using the proposed calendar method. It is important to state here that
the specific number of common meeting points indicated in Table A1.1 , are the points
considered with respect to the initial infected persons in the contact network.

Table A1.1. Summary of Different Network Settings

Initial No. of Infected Persons
Sub.
Population

Meeting
Places

Common Meeting Points

Figure 10 10 (Randomly) 1 10 Randomized
Figure 11 10 (Sub. Population I only) 3 10 Randomized
Figure 12 10 (Sub. Population I & II only) 3 10 Randomized
Figure 13 1 (Sub. Population I only) 3 10 2 (1 in each)
Figure 14 3 (Sub. Population I only) 2 10 1 (Few Persons)
Figure 15 3 (Sub. Population I only) 2 10 1 (More Persons)
Figure 16 3 1 10 1
Figure 17 3 (Sub. Population I only) 2 10 1

Figure 18 3 (Sub. Population I only) 2 10 1
(

Few Persons meeting
three times only

)
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