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1 Introduction

In 2020, the National Institute of Mental Health (NIMH) published a 5-year strategic plan for research,
the first goal of which is to ‘define the brain mechanisms underlying complex behaviours’ relating to mental
health disorders [1]. This goal includes an objective to ‘identify and characterise the neural circuit mecha-
nisms contributing to human behaviour and their disruption in mental illness’ [1]. Therefore, understanding
the mechanisms leading to the development of mental health disorders is a research priority.

Mental illnesses are considered to be a result of dysfunctional connections in the brain, established as
a result of abnormal brain development [2, 3, 4, 5, 6]. This view of mental disorders was first proposed
by Wernicke [7], who suggested that the core of pathophysiology in the brain is the alteration of complex
interactions between brain regions [2], and has since been further elucidated by more recent neuroimaging
studies [2, 3]. Overall, there has been a marked paradigm shift for mental disorders away from the disease
model medicine, which sought to identify a single focal ‘lesion’ as the cause of mental illness [4], towards a
network perspective.

The emerging field of network neuroscience (NN) is ideally suited to studying such system-level dysfunc-
tion: brain regions are represented by nodes, and advanced neuroimaging techniques, such as functional
magnetic resonance imaging (fMRI) and diffusion tensor imaging (DTI), are used to define connections be-
tween brain regions. These connections are represented as edges between the nodes, forming a ‘brain network’
[4]. Tools from network science can then be employed to analyse these networks, enabling the description of
brain networks in terms of a vast set of network metrics [3].

However, despite its success in characterising differences in connectivity between healthy individuals and
those with psychiatric disorders [8, 9, 10], NN does not contribute to the NIMH objective to identify the
(patho-)physiological mechanisms underlying mental illness: network neuroscience focuses on the descriptive
level, rather than the mechanistic level [2]. That is, NN describes features of a network, but doesn’t explain
the cause of such features [2, 4]. Therefore, to achieve the NIMH goal, a shift of focus from describing how
one network is different to another (descriptive) to why one network is different from another (mechanistic)
is required [2].

Such a shift in focus can be addressed by investigating generative models of network development [2].
In the context of brain networks, generative modelling involves computationally implementing biologically-
motivated parameterised wiring rules for connections (edges) between brain regions (nodes), creating syn-
thetic networks that hope to emulate network properties of empirical brain networks [4, 11, 12]. In this way,
potential mechanisms of brain network development can be identified. In particular, possible mechanisms
resulting in dysfunctional connections reflective of psychiatric disorders can be found, allowing progress to-
wards the NIMH goal to be made.

In this report, we explore generative models of mental illness at the system-level of the brain. This first
requires an understanding of generative models of normal brain networks, which in itself necessitates knowl-
edge of what constitutes a ‘normal’ brain. Therefore, we begin by providing a short introduction to network
neuroscience and characteristics of brain networks in Section 2. This allows us to introduce generative mod-
elling in the context of neuroscience in Section 3. There, we also explain how generative modelling can be
used to understand psychiatric disorders. With this knowledge in hand, we then explain current understand-
ing of generative models of brain networks in Section 4, by focusing on the details of particular models. This
brings us to a focus on generative models in the context of psychiatric disorders in Section 5. We conclude
the report by discussing limitations of generative modelling and suggest possible future directions, both in
terms of methods and progress towards the NIMH goal.
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2 Network Neuroscience

We begin by introducing the necessary background concerning network neuroscience, as it allows us to
identify characteristics of normal brain networks.1

2.1 Introducing Network Neuroscience

Network neuroscience (NN) originates from the mathematical field of graph theory, which represents
interconnected systems in terms of nodes and edges [2, 4]. Overall, NN involves applying network-based
methods to neuroimaging data in order to study the brain: regions of the brain are represented by nodes,2

and relationships between them (determined by neuroimaging) are represented by edges [4]. An example of
such a network is shown in Figure 1.

The relationships between brain regions can be structural (represent white-matter fibre tracts between
neuronal populations [13]) or functional (represent statistical relationships between activation time-series
of populations of neurons making up a brain region [2, 13]).3 Functional connectivity measures statistical
correlations without an explicit causal affect, and so is referred to as ‘model-free’ [13].

The pattern of connections is known as the network’s ‘topology’, and is amenable analysis by using tools
from network science: the network can be quantified in terms of its topological features. This provides
information about the network not readily apparent from a simple list of nodes and edges, or by looking at
a visual depiction of the network [2]. Furthermore, these features directly relate to the dynamics that the
network is able to support and hence also reflect the brain network’s biological function [2, 4]. In particular,
the topological network features provide information about the biological function of the brain that can’t be
gained from in vitro4 studies or by looking at regions of the brain in isolation; without NN, our understanding
of how regions of the brain relate to one another at both functional and structural levels would be limited,
and our understanding of psychiatric disorders as disorders of large-scale brain connectivity would still be
very minimal. For a detailed introduction to networks and their topological features, we refer the reader to
[15].

Figure 1: Network representation of a brain. Nodes (purple dots) represent brain regions, and edges (grey
lines) represent functional relationships between brain regions. We constructed this network using fMRI data
from [6].

1In this report, whenever we say ‘brain network’, we mean a system-level network representation of the brain. That is, nodes
represent large-scale brain regions.

2Nodes can also be defined at many other scales, including as small-scale as individual neurons. In this report, we will be
focusing on system-level dysconnectivity in mental disorders, and hence will only consider nodes that represent large-scale brain
regions.

3Other forms of connectivity exist too, such as effective connectivity [14], but we will not consider such connectivity in this
report.

4Studies where the brain is outside of a living organism.
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2.2 Main Results of Network Neuroscience

During the last two decades, efforts of network neuroscience to characterise structural and functional brain
networks using network metrics has culminated in a small set of attributes that collectively characterise most
brain networks, since they are consistently observed across neuroimaging studies [4, 11, 16]. These attributes
are: (1) small-world architecture, (2) modular community structure, and (3) existence of hubs in a rich-
club structure. These features will become important when we consider both motivation for generative
mechanisms and how to compare synthetic networks to empirical brain networks, so we now explain each of
these attributes mathematically, and relate them to their neurobiological meaning. We first define a network.
These definitions can be found in [17].

Definition 1 (Network). A network G = (V,E) is defined by a set of n nodes V = {v1, . . . , vn} and a set
of m edges E = {e1, . . . , em}, where each edge is a pair of nodes (vi, vj) ∈ E. To each edge ei ∈ E we can
assign a weight wi ∈ R>0.

2.2.1 Small-world Architecture

A network with ‘small-world architecture’ is characterised by: (1) a short average path length, and (2) a
high clustering coefficient.

Definition 2 (Average Path Length). The path length d(vi, vj) between two nodes vi, vj ∈ E is the
length of the shortest sequence of edges between vi and vj . If the network is weighted, the distance is the
sum of weights of those edges. The average path length L is then defined by

L =
2

n(n− 1)

n∑
i=1

i−1∑
j=1

d(vi, vj). (1)

Therefore, the average path length is the sum of path lengths between all pairs of nodes in the network,
normalised by the total number of pairs of nodes:

(
n
2

)
= n(n−1)/2. In practice, a measure of global network

efficiency is calculated instead of average path length, as it is numerically easier to use [16].

Definition 3 (Efficiency). The efficiency E of a network is defined by

E =
1

n(n− 1)

n∑
i=1

i−1∑
j=1

1

d(vi, vj)
. (2)

That is, the efficiency is inversely related to path length; a short average path length is equivalent to a high
efficiency.

Definition 4 (Clustering Coefficient). The local clustering coefficient Ci of node vi ∈ V is defined by

Ci =
number of triangles including the i-th node

ki(ki − 1)/2
. (3)

The (average) clustering coefficient of the network is then

C =
1

n

n∑
i=1

Ci. (4)

That is, the local clustering coefficient measures the proportion of connected triples (a, b, c) that have all
three edges (a, b), (b, c), (a, c) present, and is hence a measure of local ‘density’. The normalisation factor
ki(ki− 1)/2 is the total number of pairs of neighbours of node vi, and hence the number of triples vi belongs
to. This can be seen since ki is the degree of node vi (the number of edges incident to it, which is equal to
the number of neighbours it has), and so the number of pairs of neighbours is

(
ki
2

)
. The clustering coefficient

is an average over all n nodes in the network. Figure 2 shows a visual representation of nodes with low and
high local clustering coefficients.

Given these two definitions, it becomes clear that a short average path length means that on average two
nodes are only a short distance apart, and a high clustering coefficient means that the network is locally
dense. Neurobiologically, these features can be attributed to a balance between the rapid transmission of
information on the network and efficient local processing [2, 4, 16]. In particular, efficiency measures how
efficiently the brain network exchanges information [18]. These were some of the earliest features of brain
networks to be observed [4].
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(a) (b) (c) (d)

Figure 2: Diagrams explaining network features. (a) Purple node has local clustering coefficient 0 as no
triples containing it have all three edges. (b) Purple node has local clustering coefficient 1 because all
triples containing it have three edges. (c) Network displaying modular structure; each colour represents a
community. (d) The orange nodes form a rich-club.

2.2.2 Modular Structure

A network exhibiting modular structure, otherwise known as community structure, is separated into dis-
tinct ‘communities’ of high local connectivity, and there exists only sparse connectivity between communities.
Figure 2 (c) gives a visual representation of a network displaying community structure.

In the context of brain networks, modular structure ‘facilitates optimal segregation of information’ [2, 4].
In particular, it allows functional specialisation within communities and coordination between communities;
it has been proposed that this may facilitate cognition [4].

2.2.3 Hubs and Rich-club Structure

A hub is a node with a comparatively higher degree than the rest of the nodes in the network. Brain
networks have been shown to contain hubs that form multiple long-range connections between distant brain
regions, are distributed across communities, and are densely connected to one another, overall forming a
‘rich-club’ [4]. Figure 2 (d) gives a visual representation of such a rich-club structure. The presence of hubs
is reflected in a heavy-tailed degree distribution, where the majority of nodes have few connections (low
degree), but the number of nodes with high degree is higher than one would expect from the exponential
distribution, therefore making the tail ‘heavy’ [4]. Figure 3 demonstrates this visually.

Figure 3: Illustration of a heavy-tailed degree distribution. The complementary cumulative degree distribu-
tion 1−F (k), where F (k) is the cumulative degree distribution, is plotted against degree for an exponential
distribution P (k) ∝ exp(−k) and a power-law distribution P (k) ∝ k−2. The higher density of high degrees
in the power-law distribution than the exponential makes it ‘heavy-tailed’.

Biologically, rich-club nodes allow rapid transmission of information across the brain, and act as a ‘back-
bone’ for integrating information between communities [4].
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Figure 4: Constructing a brain network: a parcellation of the brain is defined, which defines the nodes of the
network. Neuroimaging is then conducted, and analysis of this data is used to define the edges. Diagram
inspired from [21].

2.3 Creating Brain Networks

In order to create a brain network, one must define the nodes (brain regions) and the edges (relationships
between brain regions). Figure 4 demonstrates the process visually.

Nodes are defined by a parcellation of the brain, that is, a division of the brain into N regions. Typically,
the number of different regions N is between 100 and 1000 [4, 13]. Parcellation schemes vary from study to
study, but the more nodes, the more computationally demanding the analysis of the brain network [4].

Edges are defined by neuroimaging data, and hence depend on the neuroimaging method employed.
Functional brain networks can be imaged using a variety of neuroimaging techniques, each of which give
different measures of functional connectivity [13]. One of the most popular methods is functional magnetic
resonance imaging (fMRI) due to its high spatial resolution (of the order of millimetres cubed) [3]. fMRI
captures blood-oxygen-level-dependent (BOLD) signals as a measure of the underlying functional brain ac-
tivity [13, 16, 19]: in an MRI scanner, hydrogen nuclei align with a strong magnetic field, and a radio wave is
emitted and absorbed by the hydrogen nuclei. This knocks the hydrogen nuclei out of alignment, and when
they return to their original position, they emit radio waves (magentic resonance (MR) signals), which are
detected by the scanner. When a brain region is active it requires more oxygen, and this demand is met
by an increased flow of oxygenated blood (blood with oxygen bound to the haemoglobin) to the area. Oxy-
genated and de-oxygenated haemoglobin have different magnetic properties, hence resulting in different MR
signals, and therefore producing a distinction between active and inactive brain regions. Two brain regions
are connected in a functional brain network if their time-averaged5 BOLD time-series are highly correlated,
even if the regions are not connected anatomically [5]. However, fMRI lacks a good temporal resolution,
which other techniques such as electroencephalography (EEG) do possess [16].

Structural connections represent white-matter fibre tracts (anatomical connections) between brain regions,
and can be measured by diffusion tensor imaging (DTI). DTI measures the diffusion of water molecules in
the brain; water molecules diffuse more rapidly in the direction of white-matter fibre tracts, allowing the
tracts to be detected [20].

Therefore, neuroimaging methods are necessary for the creation of brain networks; without them, we
would be unable to define the relationships between brain regions in living beings. Overall, brain networks
provide a way to represent the data gained from neuroimaging studies in such a way as to illuminate re-
lationships between brain regions that would otherwise be unknown. That is, they provide a simplified
representation of the brain. Given the high complexity of the brain, such a simplified representation is very
valuable. We see its value in the next section when we consider generative modelling.

5Time-averaged refers to averaging the time-series over a time-period of several minutes that the data was recorded for.
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3 Generative Modelling

Generative models have been widely studied in network science [2], and have a history dating back a long
time in network science and mathematics [11]. However, their application to brain networks spans just the
last few decades [11]. In this section, we explain what generative modelling is, and discuss the history of
generative models in the context of neuroscience. Much of the understanding we present comes from [2] and
[11].

3.1 What is Generative Network Modelling?

A generative model of a network is exactly what the name suggests: a model which generates a network.
That is, a set of rules defining how nodes and edges combine to create a network. Mathematically, this
amounts to defining a parameterised rule which tells you how edges form between nodes. Many generative
models consist of a fixed number of nodes, so only edges are generated by the mechanism. Other generative
models, referred to as growth generative models, see nodes added successively to the network, causing the
network to grow in terms of both nodes and edges. In most cases, the rule defining edges is a probabilistic
one: the probability an edge forms between nodes vi and vj is given by a probability Pij , specified by the
model. This probability could be constant, or a function of some features of nodes vi and vj . Furthermore,
if the network is embedded spatially (i.e. if nodes have specified positions in space), then the positions of
nodes can either be pre-specified, or probabilistically generated by the model. Once specified, the generative
model is computationally implemented, and a synthetic network produced.

3.2 How is Generative Modelling Used in Neuroscience?

The goal of generative modelling in neuroscience is to illuminate mechanisms that generate brain networks.
That is, to elucidate mechanisms which lead to observed patterns of relations between brain regions. In
turn, this allows us to understand the biological motivation behind mechanisms that lead to the brain’s
incredibly complex structure and function. This is achieved by producing synthetic networks (created by
computationally implementing the generative model) with features that match empirical brain networks
(created using neuroimaging data) [2]. Having an understanding of the mechanisms that generate brain
networks would allow us to qualitatively understand the network’s behaviour as a function of the mechanism’s
parameters, and potentially (in the future) control the network’s development to exhibit features that are
biologically desirable [11].

Remark 1. This demonstrates the necessity of computation as a tool for understanding mechanisms that
generate brain networks: generative mechanisms can only be understood via a computationally implemented
model, since the model itself does not tell us the topological features it creates. Furthermore, this highlights
the interplay between data and computation required for generative modelling: the model and synthetic
networks are useless without the representation of the data (brain network) it is trying to emulate, as
without the brain network, one does not know which features the generative model is aiming to produce.

Generative modelling of brain networks can be summarised in the following steps, which we first state
before proceeding to explain in more detail.

1. Determine biologically plausible rules for generating a network.

2. Define a parameterised generative model that reflects these rules.

3. Choose network metrics for comparing synthetic and empirical networks (preferably orthogonal and
representative of necessary biological features of the empirical networks).

4. Define an objective function that optimises for the existence of these metrics, and conduct the optimi-
sation procedure to determine model parameters.

5. Cross-validate the model.

6. Repeat for numerous generative models, and compare them by how well they each optimise the same
objective function.
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3.2.1 Defining the Generative Model

Generative rules are chosen to reflect biological factors that are thought to play a role in determining brain
network structure and/or function. Once determined, these rules can be defined as a probability that an edge
forms between nodes. For example, if the biological factor is that long-distance connections consume a lot
of energy and should be penalised, the generative model could be Pij ∝ (dij)

−γ , where dij is the anatomical
(Euclidean) distance between nodes vi and vj and γ is the (positive) model parameter. This means that the
probability that an edge forms decreases as a function of distance, reflecting the biological motivation.

If the generative mechanism successfully produces a network with similar features to a brain network
(i.e. small-world architecture, modular structure and a heavy-tailed degree distribution), it can be concluded
that the mechanism may reflect the biological rules leading to the organisation of the brain network. That
is, we can learn about the biology from the computation. However, it is important to note the word ‘may’:
a generative mechanism that produces features displayed in empirical brain networks does not imply that
the said mechanism is the generative mechanism of the brain network, only that it is a possible mechanism
[11]. Therefore, as noted in [11], one must be careful to only infer possibility of, rather than claim proof of,
a certain mechanism.

Remark 2. It is important to note that this step is what allows us to learn about the biology of the brain
from the generative model; since the model is defined using biological motivations, the synthetic networks
produced can be directly related back to them. However, it also highlights a slight subtlety, in that one can
only learn about the biology from the computation by having an understanding of the biology (or at least
hypotheses about the biology) prior to defining the model.

3.2.2 Comparing Synthetic and Empirical Networks

Having determined biologically motivated generative rules and used them to define a generative model,
the next step is to determine how to evaluate similarity between the synthetic and empirical networks.

The most obvious way to compare the similarity between two networks is to choose network features to
compare. For example, one could compare how many edges they have in common, or whether their average
path lengths are similar. However, the choice of which network features to use for comparing network
similarity is still an ongoing question in the literature [2], because different features can elicit very different
conclusions as to how similar two networks are, as the following example from [11] illustrates.

Example 1. Consider a ring lattice and a small-world network, shown in Figure 5 (a) and (b), respectively.
(The small-world network is a ring lattice with a few additional connections, and hence much lower average
path length — recall 2.2.1 above.) Both of these networks have nearly exactly the same edge set, so quan-
tifying their similarity based on this feature would lead us to conclude that the networks are highly similar.
However, if we were to instead quantify similarity by average path length L, we would conclude the opposite:
the ring lattice has much higher average path length than the small-world network.

(a) (b)

Figure 5: Figures to illustrate Example 1. (a) Ring lattice with n = 50 nodes and each node joined to k = 4
nearest neighbours. Shortest path length is L = 6.63. (b) Ten shortcuts added to the ring lattice. The
shortest path length L = 3.58 is a lot smaller, however the edge set only differs by 10 edges.
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This example demonstrates the issue of comparing goodness-of-fit using network metrics; we could miss
metrics that better characterise the network, or use network metrics that lead to very incorrect conclusions
for the context being considered.

Another issue with using network features to measure similarity is that many features are correlated with
one another, leading to an aspect of redundancy. For example, comparing networks based on the existence
of hubs and a heavy-tailed degree distribution would not serve much use over comparing them based on just
one of these features; by definition, a heavy-tailed degree distribution indicates the presence of nodes with
high degree, and therefore the existence of hubs.

Despite these caveats, comparing networks based on network features is the the go-to approach [11].
Therefore, care must be taken to choose features that are not correlated, and that are representative of
any biological similarity that the synthetic networks are desired to possess. However, given that network
neuroscience has highlighted the main set of network features characteristic of brain networks (see previous
section), it is hoped that comparing networks using these features provides an accurate representation of
network similarity.

3.2.3 Determining Model Parameters

Once comparison features are chosen, the next step is to determine which model parameters maximise the
similarity between the synthetic networks and empirical brain networks. In the example above, this would
mean determining which value of γ maximises similarity. Our report focuses on the generative models them-
selves, rather than parameter optimisation techniques (which would fill a whole report-worth on their own).
Therefore, we refer the reader to [6, 11, 22] for a more detailed account of possible optimisation procedures,
and give a brief description below.

Optimisation of parameters can be achieved by defining an objective function to minimise. The exact
form of the objective function depends on the features chosen, but in general will be a function of statistics
comparing the average of the features between synthetic and real brain networks (for example, t-statistics
for t-tests between each feature for the synthetic and real networks, as is done in [6]). Since the objective
function is a function of multiple parameters, optimisation techniques are computationally costly.

The objective function can serve a second purpose, by acting as a tool to compare different generative
models [11]; the better optimised the objective function is, the more likely the model is to represent mech-
anisms that generated empirical networks. However, one should note that testing all possible generative
mechanisms reflecting certain biological motivations is far from feasible, and therefore even the best-fitting
model out of those compared may be outdone by another model not considered in the study [11].

3.2.4 Cross-validation

Cross-validation is a way of assessing how well a model generalises; in the context of generative models
of brain networks, this means seeing whether the generative model and best-fitting model parameters are
true representations of brain networks, rather than being specific to the dataset used to determine them. In
particular, in generative modelling, cross-validation can be achieved in two ways [11]: (1) comparing synthetic
networks with best-fitting parameters to empirical brain networks not used in the optimisation procedure,
and (2) using the Erdos-Renyi random graph (see next section) to act as a null model, to ensure generated
models perform above chance and do not overfit the data [11]. Furthermore, the generated networks can be
compared to empirical networks that do not possess properties the synthetic network was desired to emulate,
to see if the objective function is general enough [11].

3.3 How Can Generative Modelling Help us Understand Psychiatric Disorders?

In the same way that one can fit model parameters to empirical brain networks, model parameters
can also be fit across patient groups (healthy vs psychiatric patients). Differences in these parameters can
then suggest possible biological mechanisms that lead to abnormal connections. For example, suppose the
generative mechanism connects two nodes vi, vj with probability Pi,j ∝ (dij)

−γ , as in our example above. If
γ is much higher for an abnormal brain network than for a normal one, the distance penalty is much higher,
and so this suggests there may be a higher-than-normal cost associated with long-range connections in the
patient group.

Generative modelling could also be used to predict evolution of psychiatric disorders via simulation [11]:
they could suggest possible mechanisms causing an individual to evolve into a disordered state, allowing a
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possible way to ‘forecast’ the development of the illness [11]. An even more exciting possibility is the potential
to use this understanding of the network’s behaviour as a function of parameters to grow a network into a
target configuration; this would have profound implications for the treatment of psychiatric disorders [11].

Overall, the aim is for network analysis of psychiatric disorders to involve both a description of the system-
level diagnostic abnormalities, and an understanding of mechanisms that could have led to the generation
of such abnormalities [6]. However, given that current understanding of generative mechanisms for normal
brain networks is far from complete, this is a challenging task [6].
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4 Generative Models

Having discussed what generative modelling is, and how it is done in practice in neuroscience research,
we can now explore the generative models themselves. A key point to note is that in order for one to
understand mechanisms leading to abnormal brain networks, one must first understand generative models of
normal brain networks [4]; otherwise, a generative model that has good fit with brain networks of psychiatric
patients does not tell us anything about how the mechanism differs between normal and abnormal brains,
and therefore does not shed light on the disorder. Hence, in order to explore current literature relating
to generative models of mental disorders, we must begin by exploring generative models of normal brain
networks. Therefore, in this section we discuss generative models of normal brain networks, in preparation
for the following section which addresses generative models of psychiatric disorders. Unless otherwise stated,
this understanding comes from [11] and [17].

4.0.1 Erdos-Renyi Random Graph

One of the earliest generative models in network science was the Erdos-Renyi (ER) model [11]: a network
consists of n nodes, and edges are formed between each pair of nodes vi, vj with probability Pij = p. That is,
the probability of each edge existing is equal. In Figure 6 we plot realisations of an ER random graph for a
range of edge probabilities. Unfortunately, the ER model poorly approximates real-world networks; not only
does the resultant synthetic network not exhibit any interesting structure, but the generative mechanism itself
fails to emulate mechanisms by which networks develop, since there is no topological or spatial motivation
behind the generative rule [11]. In particular, this means that the ER random graph fails to approximate
brain networks: just from looking at Figure 6, is it obvious that no modular structure exists, for example.

Figure 6: Realisations of an ER random graph with n = 10 nodes and edge probabilities p ∈
{0.0, 0.2, 0.4, 0.6, 0.8, 1.0}.

4.1 Topological Generative Models

This failure to emulate real-world networks led to attempts to develop mechanisms that captured topolog-
ical properties of networks. In particular, mechanisms that captured small-world properties and heavy-tailed
node degree distributions were sought. The Watts-Strogatz small-world model and Barabási-Albert prefer-
ential attachment models achieved just this, respectively.

4.1.1 Watts-Strogatz Small-World Model

The Watts-Strogatz small-world model generates synthetic networks with high clustering coefficient and
short average path length (i.e. small-world properties) [11]. Similarly to an ER random graph, the generated
network consists of a fixed number n of nodes. However, rather than the parameter p determining how
likely an edge between two nodes is, p acts as a tuning parameter for rewiring of edges: the network begins
in a lattice configuration, whereby each node is connected to nodes at most k lattice-spacings apart, and
with probability p, each edge is ‘rewired’. Rewiring means that one end of the edge is chosen at random
and attached to another node in the network, chosen uniformly at random. In this way, p interpolates the
model from a ring lattice with regular structure (p = 0) a graph with a fixed number edges positioned
randomly (p = 1). In Figure 7, we plot realisations of a Watts-Strogatz model for n = 10 nodes and
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increasing rewiring probability p, starting from the regular lattice, with k = 4. Figure 8 shows that for
small rewiring probabilities, the average clustering coefficient and average path length are large, and for
large rewiring probabilities, these two features are small. However, there exists a middle region with high
clustering coefficient and small average path length; the two properties characterising small-world structure,
and a key feature of brain networks. Therefore, the Watts-Strogatz model better approximates brain networks
than the ER random graph. However, like the ER model, it lacks modular structure.

Figure 7: Realisations of a Watts-Strogatz model for n = 10 nodes and rewiring probabilities p ∈
{0.0, 0.2, 0.4, 0.6, 0.8, 1.0}, beginning with a regular k = 4 lattice.

Figure 8: Normalised average clustering coefficient (C) and average shortest path length (L) for a Watts-
Strogatz graph with n = 1000 nodes and each node initially connected to neighbours k = 4 lattice-spacing
apart. These quantities are averaged over N = 60 realisations.

4.1.2 Barabási-Albert Preferential Attachment Model

The most-studied generative model in network science is the Barabási-Albert preferential attachment
model (BA model) [2]. This is a growth generative model: new nodes are added to the network at each
time-step. The network begins with m0 nodes making up a complete graph (an edge exists between every
pair of vertices), and at each time-step t a new node is added and forms connections with m ≤ m0 existing
nodes, each chosen with probability Π(i) ∝ ki (i.e. proportional to degree). In this way, new nodes connect
‘preferentially’ to existing nodes with high degree, hence the name of the model. This occurs until the network
is made up of n nodes. We illustrate the BA model in a schematic in Figure 9. This process results in the
formation of hubs. Moreover, the degree-distribution exhibits power-law behaviour (a particular heavy-tailed
distribution of the form P (k) ∝ k−γ), which is commonly observed in brain networks [13]. However, this
simple generative network model fails to display community structure [13], and therefore does not reproduce
all three features of brain networks [2].
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Figure 9: Schematic of the BA model with m0 = 2 and m = 1 for three time-steps.

4.1.3 Overview

Both of these models only consider topological features, and don’t involve spatial constraints [13]. Con-
sidering the brain, it seems obvious that any model failing to account for spatial embedding would fail to
produce a network emulating key characteristics of the brain, since the brain has evolved in a spatially embed-
ded environment (3-dimensional anatomical space) [2]. In particular, there are spatial constraints on growth,
including the physical border of the skull, and apoptosis (cell death) [13]. In terms of functional networks,
the brain is biologically expensive: the brain consumes roughly 20% of the body’s metabolic energy, despite
only making up 2% of the mass of the body [5]. Hence, functional brain networks are subject to spatial
constraints too.

4.2 Spatial Generative Models

Given that generative models focusing on topological network features did not produce synthetic networks
displaying all characteristics of brain networks, focus turned to considering generative rules that accounted
for spatial features [2].

4.2.1 Biological Motivation

The main neurobiologically motivated spatial feature is a penalty for long-range connections, which reflects
both functional and structural brain networks, and is a result of the brain being spatially-embedded [12].
For example, in structural networks, the concentration of growth factors that guide axon growth decays
exponentially from its source [13, 23], and the material and energy costs of long-range white-matter fibres
are therefore much higher than short-range connections [16]. In functional brain networks, long-distance
connections are more expensive in terms of speed of signal transmission [6, 16].

4.2.2 Spatial Models

Waxman [24] introduced a generative model in which connections are established between two nodes
as a decaying exponential function of distance [11, 13]. The original application for such a model was the
establishment of connections between internet routers [24]. Therefore, the model was motivated by a penalty
of long-range connections, much like brain networks, but instead reflected the high wiring and maintenance
costs of long-range router links [13]. The model specifies the number n of nodes and the spatial positions of
the nodes a priori, so this mechanism is not a growth mechanism, just a connection-establishment one. At
each step, one edge is added, chosen to be between nodes vi and vj with probability Pij ∝ exp(−βdij). Here,
β is the model parameter to be fit, dij is the spatial distance between nodes vi and vj , and the normalisation

factor is sum of connection probabilities over all pairs of nodes, i.e.
∑n
i=1

∑i−1
j=1 exp(−βdij). This model can

be adapted to successively add new nodes and randomly generate their positions, with each new node being
removed if no connections to it are established [11].

Since the collections of Waxman models penalise long-distance connections, they successfully create highly
clustered networks; a feature the topological generative models above failed to emulate. This can be seen
in Figure 10, where we generated a network with n = 100 nodes using the Waxman model with decay
parameter β = 5. However, despite this collection of generative models having biological motivation for
the wiring rules, they fail to account for many characteristic topological features of brain networks, such as
rich-club structure [2, 25, 26]. This is because they penalise the long-distance connections that are present
in brain networks; forming only short-range connections reduces average path length and as such reduces the
efficiency of information flow between distant brain regions [6, 12].
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Figure 10: Network with n = 200 nodes (blue) positioned randomly, and m = 3000 edges (grey) generated
using the Waxman model with decay parameter β = 5. A minimal spanning tree was used as a base to ensure
the network is connected. The network is highly clustered.

4.3 Combining Spatial and Topological Rules

Since purely spatial and purely topological generative models either fail to generate clusters or fail to
generate long-distance connections, and are therefore each incapable of emulating brain networks on their
own, the above work led to the idea to combine topological and spatial rules in a generative model. The idea
behind this was that each process would work together to create features that the other failed to reproduce
on its own. This is the current state-of-the-art in generative modelling of brain networks, and applies to both
functional and structural brain networks [11].

4.3.1 Biological Motivation

The biological motivation for generative models of brain networks that combine topological and spatial
rules is a trade-off between the biological cost of long-range connections (described above) and the need for
network features to maximise functionality (i.e. enable both integration and segregation of function with
small-world architecture and rich-club structure) [12, 27, 28, 29]. It is a trade-off, because network features
are preferred even if they are more costly [2].

4.3.2 Main Results

The main papers in the literature exploring this trade-off through two-parameter generative models of
brain networks are ‘Simple models of human brain functional networks’ by Vértes et al. (which explores
functional brain networks) and ‘Generative models of the human connectome’ by Betzel et al. (which explores
structural brain networks). Both papers tested over ten different generative models that penalised long-
range connections and maximised certain topological features. Vértes et al. compared synthetic networks to
empirical functional networks with clustering coefficient, modularity (a measure of how modular the network
structure is), degree distribution, and efficiency. In contrast, structural brain networks and synthetic networks
were compared by Betzel et al. by using the degree distribution, clustering coefficient, total edge length
(Euclidean distance between nodes linked by an edge) and betweenness centrality.6 These all reflect the
characteristic features of brain networks: small-world architecture, modular structure, heavy-tailed degree
distribution (as a result of hubs) and high efficiency (due to rich-club structure).

Interestingly, both papers found the best-fitting model to add edges with probabilities that minimise the
length of connections and maximises the overlap in two nodes’ neighbours (with the only difference being
that Betzel et al. normalised this measure by the total number of neighbours of the two nodes). This led to

6The betweenness centrality of a node measures the number shortest-paths a node lies in, and the average is taken over the
all nodes in the network [17].
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a model generating edges with probabilities

Pij =
(kij)

γ(dij)
−η∑

i,j(kij)
γ(dij)−η

, (5)

where dij is the anatomical Euclidean distance between the two nodes, and kij measures the overlap in the
neighbourhoods of vi and vj (i.e. the number of neighbours in common between nodes vi and vj for the
functional networks, and this quantity normalised for structural networks). The normalising sum is over all
pairs of nodes. Therefore, the probability that an edge forms between two nodes increases as the number of
neighbours that two nodes have in common increases, and decreases the further apart the two nodes are in
anatomical space. This model was called the ‘economical clustering rule’ in [6], and so we shall henceforth
refer to (5) as such.

Biologically, for functional networks this topological rule reflects a bias of brain regions to cluster together
if they share a large proportion of the same input, which is reminiscent of Hebbian learning rules [12]. For
structural networks, the topological rule represents a homophilic attachment mechanism, whereby nodes of
similar type connect to one another [11].

4.3.3 Functional vs Structural

As noted in [11], the fact that effectively the same generative model was the best-fitting model in both
papers considered above may suggest the physical wiring and functional topology of the brain are subject
to similar principles of organisation. However, this may also simply be a coincidence: both mechanisms
model the same scale of brain networks, the biological motivations for generating both networks are similar
(cost-efficiency and topological value), and both types of network exhibit the same network characteristics.
Therefore, it seems unsurprising that the same generative models were best-fitting for both: if a generative
model is optimised to emulate characteristics that both functional and structural networks possess, motivated
by the same factors, one should surely expect the same model to work for both.

However, the growth mechanisms for structural networks do not translate well to functional networks:
functional connectivity emerges from dynamical brain processes that are constrained by anatomical structure,
anatomical distance, genetics and task-dependent activity [11]. This means that discrete and independent
edge-placement in mechanistic growth models is missing biological plausibility for functional brain networks,
and is far more amenable to structural brain networks [11]. That is, functional networks are not generated
through an edge-addition process like structural networks are [11]. Therefore, it may be simply that since
both the functional and structural networks exhibit the same network characteristics that are motivated
by the same biological constraints that the mechanism that generates such properties is suited to both,
rather than the mechanism itself being biologically reflected in the functional brain networks. That said,
generative models of functional networks are still useful, as they can elucidate key biological motivations
behind the emergence of network characteristics, even if the generative model does not reflect true generation
of functional networks.

Remark 3. The relationship between structural and functional networks at the system level is not fully
understood and is currently an important open question in neuroscience [6, 13, 16, 30]. Although the
functional network is constrained by the structural one [5, 11, 16], the two are not directly correlated.
Because of this unknown relationship, there are some caveats and limitations associated to generative models
of functional brain networks (described above) [31, 32, 33], and so interpreting functional connectivity in
terms of growth models needs to be done with caution [13].

4.4 Overview

We have now explored the main results concerning generative models of normal brain networks. We
learnt that the best-fitting models known to date are motivated by a trade-off between the biological cost of
long-range connections and the benefit of metabolically-costly topological features. This puts us in a position
to explore generative models of psychiatric disorders, which we do in the next section. There, we go into
more detail about how neuroimaging data is used.
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5 Generative Models of Mental Disorders

The literature on generative models of mental disorders is somewhat limited, and consists mainly of re-
view papers exploring its prospects (e.g. [2, 11]). As discussed earlier, this is a result of the requirement
of prerequisite knowledge of generative models of normal brain networks, which is itself an ongoing area of
research. However, there has been influential work done in the context of schizophrenia; a particularly inter-
esting disorder to study in the context of system-level brain network generative models, since it is recognised
as a disorder of dysconnected brain networks and associated with dysconnectivity at both the structural
and functional level [2, 4, 16, 34, 35]. In particular, studies suggest patients suffering from childhood-onset
schizophrenia (COS) have reduced modular segregation and reduced clustering [4, 36, 37, 38].

The main study into generative models of mental disorders is the paper by Vértes et al. that we considered
in the previous section. They studied generative models in the context of COS. By performing exactly the
same optimisation procedure with generative models on a set of 19 abnormal functional brain networks as
was done on 20 healthy brain networks, they found that the best-fitting model was again that given by (5)
above. This supports the notion that functional brain networks evolve to minimise wiring cost and max-
imise overlap in nodes’ neighbourhoods. However, the best-fitting parameters were significantly different:
η = 2.3, γ = 3.33 for volunteers with COS compared to η = 2.63, γ = 3.17 for healthy volunteers. The
lower value of η in the volunteers with COS reflects a smaller distance penalty (i.e. lower biological cost)
in connections, and therefore results in reduced modularity and clustering. The higher value of γ reflects
greater propensity for connections resulting in nodes having many nearest neighbours in common. There-
fore, this suggests that the abnormal connections in brain networks in schizophrenia can be explained by an
‘abnormally biased trade-off’ [6] between topological clustering and distance penalisation.

We now dive into the data from this paper and use our own code to produce synthetic networks using
this generative model.

5.1 Simulations

The data consisted of fMRI time-series correlations between 294 regions of brain (defined by centroids7 in
anatomical space) for 20 healthy volunteers and 19 volunteers diagnosed with COS. We were also given the
Euclidean distance8 between each pair of nodes. Similarly to Vértes et al., we only consider a parcellation of
the right hemisphere into 140 regions, since this allows us to draw comparisons with the paper. Furthermore,
we follow the methods outlined in the paper to construct the brain networks.

Using this data, we generated the functional brain networks by adding edges between nodes if the corre-
sponding time-series were highly correlated. In particular, denoting the correlation between nodes vi and vj
by ρij , each possible connection was weighted by 1 - ρij (to give highly correlated connections with ρij ≈ 1
low weights, and highly uncorrelated connections with ρij ≈ 0 or ρij < 0 high weights). Using these weights,
a minimal spanning tree (a minimum-weight network connecting all the nodes) was constructed, and further
edges added from lowest weight upwards until the connection density reached 4%. That is, until 4% of all
possible edges existed (in this case 0.04 × 140(140 − 1)/2 = 389 edges). Although other methods for con-
structing functional brain networks exist, this technique ensures the network is fully connected (by creating
a base of a minimal spanning tree), and avoids having to define a threshold constituting how correlated two
nodes must be to warrant the formation of a connection [6, 37].

Synthetic networks were constructed as follows: a minimal spanning tree based on anatomical distance
was constructed as a base, to ensure the generated network was connected. Then at each time-step, an edge
was added, chosen to be between nodes vi and vj with probability Pij (defined by the specific model, e.g.
equation 5), until the network reached 4% of the total possible number of connections (to be consistent with
the empirical brain networks).

Remark 4. A limitation with our simulations to test the goodness-of-fit with the parameters specified in
the paper is that the data we are testing it on is the same data that was used to fit the model. To avoid this,
we would need additional fMRI data not available to us.

7The i-th centroid is specified by 3-dimensional coordinates xi = (xi, yi, zi).
8The Euclidean distance between nodes vi and vj is dij =

√
(xi − xj)2 + (yi − yj)2 + (zi − zj)2.

15



Jessica Toudic

5.1.1 Clustering and Modularity

Before simulating the generative models, we first confirmed that the brain networks of COS patients did
in fact have reduced modular segregation and clustering, as suggested by the literature. Figure 11 displays
the modularity (a measure of how modular the network is) and clustering (measured by the average clustering
coefficient) of the functional brain networks averaged over the 20 healthy volunteers and 19 COS patients.
It is clear that the COS patients have reduced modularity and clustering, as expected.

Figure 11: Clustering coefficient and modularity averaged over the 20 healthy volunteers’ brain networks and
19 volunteers with COS. Both clustering and modularity are reduced in COS patients.

5.1.2 Generative Models

We then generated synthetic networks using both the economical clustering model (given by (5) above)
and the exponential decay model, in order to compare good- and ill-fitting models. Since parameter optimisa-
tion (in the case of this paper, using simulated annealing) is highly computationally demanding, rather than
performing the optimisation procedure, we simply use the best-fitting parameters from the paper in our al-
gorithms. In particular, for the exponential model Pij ∝ exp(−ηdij) we use η = 0.16, and for the economical
clustering model Pij ∝ (kij)

γ(dij)
−η we use η = 2.63, γ = 3.17 for healthy individuals and η = 2.3, γ = 3.33

for individuals with COS.
Figure 12 gives a visual representation of the synthetic networks against the data for one healthy indi-

vidual; visually, it is clear that the economical clustering model provides a good fit to the data (because the
networks look similar) and the exponential decay does not, since the exponential decay model lacks modular
structure. We show the same plots for an individual with COS in Figure 13; the reduced modular structure
is apparent in the empirical network (a) due to an increased number of long-range connections compared to
Figure 12 (a), and is reflected well in the economical clustering model (c) too. Overall, the reduced distance
penalty means there are a greater number of long-range connections than in Figure 12 (c). To see this more
quantitatively, in Figure 14 we plot the degree distributions of the two generative models (averaged over 20
realisations) against the data (averaged over all 19 individuals’ brain networks); the economical clustering
rule provides a very good fit to the degree distribution of the data.

5.2 Overview

Therefore, in this section we have considered generative models of mental disorders by focusing on the
paper by Vértes et al. We produced synthetic networks using their best-fitting parameters for two generative
models, and saw that the economical clustering rule fits the data quite well, whereas the exponential decay
model fails to produce the necessary clusters. Furthermore, we saw that individuals with COS have reduced
modular segregation, and that varying the model parameters from those of healthy individuals to reflect this
provided a good fit to the data. However, as evident from the plots, the economical clustering model does not
provide a perfect fit. This fit could possibly be improved by considering other forms of generative models,
which we discuss under ‘future directions’ in the next section, alongside a discussion of the limitations of
generative modelling.
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Figure 12: Right hemisphere brain network of a healthy individual. (a) Functional brain network gen-
erated from fMRI data from [6], as described above. (b) Synthetic network generated using exponen-
tial decay rule Pij ∝ exp(−0.16dij). (c) Synthetic network generated using economical clustering rule
Pij ∝ (kij)

3.17(dij)
−2.63. Parameters chosen to match the best-fitting parameters in [6].

Figure 13: Right hemisphere brain network of an individual with COS. (a) Functional brain network gen-
erated from fMRI data from [6], as described above. (b) Synthetic network generated using exponen-
tial decay rule Pij ∝ exp(−0.16dij). (c) Synthetic network generated using economical clustering rule
Pij ∝ (kij)

3.33(dij)
−2.3. Parameters chosen to match the best-fitting parameters in [6]. The reduced modular

structure is apparent in (a), and the economical clustering rule is a better fit than the exponential decay
rule.

Figure 14: Degree distributions of brain networks of the right hemisphere of individuals with COS. Blue line
is the average degree distribution of fMRI brain networks for 19 individuals with COS. The exponential decay
rule Pij ∝ exp(−ηdij) has parameter η = 0.16, and the economical clustering rule Pij ∝ (kij)

γ(dij)
−η has

parameters γ = 3.33 and η = 2.3. The synthetic networks are averaged over 20 realisations. The economical
clustering rule has a very good fit to the data.
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6 Discussion

In this report, we explored generative models of mental illness. This involved first understanding normal
brain networks in terms of the topological features that characterise them, before looking at generative models
which produce synthetic networks that emulate these features well. With this knowledge, we then looked at
generative models of childhood-onset schizophrenia (COS), focusing on a paper by Vértes et al. [6]. From the
structure of this report, it is clear that a great deal of work remains to be done in the context of generative
network models of mental illness; a prerequisite for such studies is an adequate understanding of normative
generative models, which are themselves not completely understood. We now conclude the report with a
discussion of the limitations of generative models, and a suggestion of possible future directions.

6.1 Methodological Limitations

Despite a lot of progress having been made with regards to generative models of brain networks, there
still exist fundamental methodological limitations with such models.

6.1.1 Neuroimaging Limitations

Firstly, the empirical brain networks used to fit generative models are often created using noisy data [3]:
fMRI data is heavily affected by small (<1mm) transient head movements [4, 5, 39], which can cause an
increase in the observed connectivity across the whole network [4]. There do exist pre-processing methods9

to minimise the impact of movement (e.g. global signal regression10 [40]), but these methods themselves have
limitations, such as biasing short-range connectivity. Therefore, the accuracy of future generative modelling
is reliant on improved pre-processing methodologies for neuroimaging data in order to limit the effect of
artefacts.

6.1.2 Parcellation Schemes

As explained in [12], the choice of the parcellation scheme used to define nodes could also considerably
affect the fit of generative models. In particular, this could impact the determination of the best-fitting
model, and in turn influence the interpretation of the biological motivation behind the the model. Modelling
networks with more and more nodes greatly increases the computational complexity of the generative models
(as the network grows, the number of positions for an edge to be placed grows like O(n2) [12]). Moreover,
larger networks could require bigger parameter values, or even additional parameter constraints in wiring
rules [12]. Therefore, future work is needed to understand the effect of different parcellations on best-fitting
generative models.

6.1.3 Diagnosis of Mental Disorders

A major issue with generative models of mental disorders is the actual classification and diagnosis of
the disorders themselves. The majority of neuroimaging studies employ diagnostic boundaries reflective
of the Diagonstic and Statistical Manual of Mental Disorders (DSM-5) [41], which diagnoses disorders by
identifying combinations of symptoms [2]. Despite being useful for patients themselves, as it gives them
a ‘label’ for their disorder, this diagnosis procedure suffers from significant limitations when used in the
scientific community: individuals with exactly the same diagnosis (name of disorder) can exhibit completely
different sets of symptoms, suggesting the biological mechanisms resulting in the disorder are also completely
different [2]. This therefore poses extreme challenges in elucidating causal mechanisms of mental disorders.
In particular, it is possible that the paper by Vértes et al. [6] that we studied suffers from this limitation;
if all COS volunteers experienced the same set of symptoms, the best-fitting model parameters could be
different and would potentially even provide a better fit to the data. Even worse, the economical clustering
model might not be the best-fitting model. Hence, a shift in theoretical frameworks for classifying psychiatric
disorders may be necessary for the full benefit of network generative models to become apparent.

9Methods to process the fMRI data before brain networks are constructed from it.
10The average intensity of the MR signals over all brain regions during the course of recording data (the ‘global signal’) is

subtracted from the time-series of each brain region by using linear regression before correlations are calculated [40].
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6.2 Future directions

Given that the exploration of generative models of mental disorders is still in its infancy, there exist a
multitude of future directions for their development.

6.2.1 Multiple-Parameter Models

As we saw above, the current best generative models consider wiring rules based only on two parameters.
Although this reflects the two biological motivations behind the models, it may be the case that other
biological factors play a role too. This is suggested by the fact that even networks generated using the best-
fitting models do not exactly fit empirical brain networks. Therefore, future work should aim to postulate
further biological factors that shape the generation of brain networks, and use them to define additional
wiring rules. Having said this, since it is not possible to test an exhaustive list of two-parameter models, it
may be the case that a generative model defined by just two parameters produces synthetic networks with
an even better fit than the ones discussed above [2].

6.2.2 Longitudinal Studies

One issue not considered in this report is that real brain networks are not fixed; they evolve both over
task-dependent activity and over an entire lifetime [5]. Therefore, it would be beneficial for generative models
to account for this continuous evolution of brain networks by using longitudinal data in studies. This would
allow model parameters to be understood as a function of the evolution of the brain networks. However,
obtaining such data is impractical, and very few studies have yet managed to obtain such longitudinal data
[11]. As suggested by Bassett et al. [11], one way to overcome this could be to use other species with shorter
life-spans as model-organisms for constructing brain networks, from which longitudinal generative models
could be created.

6.2.3 Non-Euclidean Distance

So far, generative models of brain networks have measured distance between brain regions as the Euclidean
distance in anatomical space. However, as pointed out by Betzel et al. [12], other measures of distance based
on neurobiology may make more sense and reveal more interesting results. For example, distance could be a
measure of the fibre length linking two brain regions (i.e. the length of white-matter fibre tracts, rather than
the straight-line Euclidean distance between centroids) [12]. This would be of interest, because although
Euclidean distance and fibre length are correlated, some fibre lengths are far longer than the Euclidean
distance [12]. It has been suggested that models using this measure of distance may have improved fit for
other generative mechanisms [12]. Having said this, despite DTI being the state of the art technology for
identifying the structural connections in the brain, it does lead to many false positive and false negatives
[42], which would significantly affect any results concerning generative models [12].

6.2.4 Higher-order Models

Generative models of brain networks that currently exist only consider dyadic interactions between brain
regions. However, networks which account for higher-order interactions may be of merit, since beyond-
pairwise interactions are posited to play a non-trivial role in brain dynamics [2, 4, 11]. One way to achieve
this could be to model the brain as an hypergraph, which is a generalisation of a network whereby edges can
contain any number of nodes (compared to a normal network in which each edge contains only two nodes).
The study of generative models of hypergraphs is gaining fruition [43, 44, 45], and hypergraphs have recently
been applied to describe brain networks [46]. Therefore, we think it would be interesting to consider such
hypergraph generative mechanisms in the context of generative models of brain networks.

6.3 Addressing the NIMH goal

The motivation behind exploring generative models is to address the NIMH goal of defining brain mecha-
nisms underlying mental health disorders. As demonstrated by this report, progress towards such a goal has
so far been limited. We now suggest two ways in which generative modelling could be used to make further
progress towards this goal.
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6.3.1 Other Scales

Generative models of brain networks are helpful in elucidating key mechanisms driving the growth of
brain networks, but they only provide insight at the system-level of the brain [2]. The complexity of the
brain means that alterations in brain networks of individuals with psychiatric disorders occur at multiple
spatial and temporal scales, suggesting that mechanistic models at other scales may be helpful too [2].
This may be of particular use, since many current therapeutic interventions, such as drugs, target cellular
and molecular levels of the brain. However, understanding the system-level impact of such interventions is
currently infeasible in humans [2].

6.3.2 Other Mental Health Disorders

Research into mental health disorders in the field of network neuroscience has seen a large focus on
schizophrenia. However, there exist many disorders for which generative modelling could be of merit, but
have so far received very little attention. One disorder we believe would particularly benefit from such
exploration, but has eluded the network neuroscience community so far, is Anorexia Nervosa (AN); an eating
disorder characterised by severe food restriction and low body weight [47]. As the psychiatric disorder with
the highest mortality rate [48], a better understanding of the biological mechanisms behind the disorder is
crucial. Given that there are clear energy deficits associated to the disorder, this would likely affect parameters
of generative models that represent energy costs. Therefore, the disorder would be of particular interest to
study in the context of generative models, to see how brain networks vary as a function of biological cost
parameters over the course of the illness. However, this would require longitudinal data which, as discussed
above, is hard to obtain.

6.4 Clinical Interventions

Although understanding mechanisms behind mental disorders is interesting, the end goal is for this
understanding to translate to utility in clinical practice. Unfortunately, such translation has so far been
almost non-existent, since determining mechanistic rules governing (patho-)physiological network growth
does not solve the question of how to clinically intervene [2, 4].

There do exist therapies being developed that target system-level dysfunction explicitly, such as deep
brain stimulation (DBS) and neurofeedback, that could benefit from insight from generative models [2].
These therapies involve electrically stimulating the brain to induce functional network changes. However,
there is a lack of understanding of how electrical perturbations to the brain affect dynamics [49], so such
treatments are not well-understood. One potential solution to increase understanding of these treatments, as
suggested in [4], is to use network control theory (NCT). NCT explains how alterations to a network affects
the global network dynamics; it supports the motivation behind using DBS, but it has not been used to
explain how neuromodulation impacts brain networks [4].

Generative modelling could also be used to explore the effect of treatment interventions in silico11 [11], by
testing how the topological characteristics of a synthetic network evolve over time when the generative model
used is varied [11]. By perturbing the model parameters or wiring rules, one could affect the trajectory of the
network, and attempt to prevent it from developing topological features that are biologically maladaptive
[11]. As stated in [11], this goal is in line with NCT. However, knowing which treatment interventions could
cause such network perturbations is another hurdle in itself.

6.5 Conclusion

Overall, generative models of mental disorders remain incompletely understood [12]. However, the little
progress made to date is not a reflection of the utility of the insights that can be gained generative models.
Indeed, without such insights, we are unable to understand mechanisms leading to abnormal large-scale
connections in brain networks of individuals with psychiatric disorders. Furthermore, without insight from
generative models we are very far away from a point where an understanding of mechanisms behind mental
disorders could translate into clinical practice. Therefore, we look forward to future work shedding light on
the system-level mechanisms behind mental health disorders, and further progress towards the NIMH goal
being made.

11By computer simulation.

20



Jessica Toudic

References

[1] National Institute of Mental Health (NIMH). Strategic planning reports, 2020.

[2] Urs Braun, Axel Schaefer, Richard F Betzel, Heike Tost, Andreas Meyer-Lindenberg, and Danielle S
Bassett. From maps to multi-dimensional network mechanisms of mental disorders. Neuron, 97(1):14–31,
2018.

[3] Alex Fornito and Andrew Zalesky. Computational approaches to understanding mental dysfunction:
Progress, challenges, and new frontiers. Biological Psychiatry: Cognitive Neuroscience and Neuroimag-
ing, 3(9):728–730, 2018.

[4] Danielle S Bassett, Cedric Huchuan Xia, and Theodore D Satterthwaite. Understanding the emergence
of neuropsychiatric disorders with network neuroscience. Biological Psychiatry: Cognitive Neuroscience
and Neuroimaging, 3(9):742–753, 2018.
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A.2 A note on figures
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