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ABSTRACT

Connectomes’ topological organization can be quantified using graph theory. Here, we
investigated brain networks in higher dimensional spaces defined by up to 10 graph theoretic
nodal properties. These properties assign a score to nodes, reflecting their meaning in the
network. Using 100 healthy unrelated subjects from the Human Connectome Project, we
generated various connectomes (structural/functional, binary/weighted). We observed that
nodal properties are correlated (i.e., they carry similar information) at whole-brain and
subnetwork level. We conducted an exploratory machine learning analysis to test whether
high-dimensional network information differs between sensory and association areas. Brain
regions of sensory and association networks were classified with an 80-86% accuracy in a
10-dimensional (10D) space. We observed the largest gain in machine learning accuracy
going from a 2D to 3D space, with a plateauing accuracy toward 10D space, and nonlinear
Gaussian kernels outperformed linear kernels. Finally, we quantified the Euclidean distance
between nodes in a 10D graph space. The multidimensional Euclidean distance was highest
across subjects in the default mode network (in structural networks) and frontoparietal and
temporal lobe areas (in functional networks). To conclude, we propose a new framework for
quantifying network features in high-dimensional spaces that may reveal new network
properties of the brain.

AUTHOR SUMMARY

Nodal properties are of particular importance when investigating patterns in brain networks.
Nodal information is usually studied by comparing a few nodal measurements (up to three),
resulting in analyses in three-dimensional spaces, at maximum. We offer a new framework
to extend these approaches by defining new, up to 10-dimensional, mathematical spaces,
called graph spaces, built using up to 10 nodal properties. We show that correlations between
nodal properties express differences regarding connectome models (structural/functional,
binary/weighted) and brain subnetworks. We provide early application and quantification of
machine learning in graph spaces of dimensions 2 to 10, as well as a quantification of single
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Connectome embedding in multidimensional graph spaces

Graph:
A network composed of nodes
connected via edges.

Connectome:

A graph representing the brain with
nodes and edges representing brain
regions and connections between
them.

Correlation:
A measure of similarity between two
variables, signal, or vectors.

Network Neuroscience

brain regions, and global connectome, Euclidean distance in a 10-dimensional graph space.
This provides new tools to quantify network features in high-dimensional spaces.

INTRODUCTION

Network theory has become an emerging avenue of investigation in science ( ;
). Network analysis is particularly relevant in neuroscience since the brain and its neu-
rons comprise complex and multiscale interconnected networks (

; ; ; ). A better comprehension of
brain networks is a critical element in searching not only for simple and noninvasive diagnos-
tic markers of neuropsychiatric and neurological diseases ( ;

) but also for the general understanding of how the different brain structures interact
( ; ). An essential idea of network theory is the concept of node-
level invariants, called in this study as nodal properties, which are nodal scores reflecting the
nodes’ “importance” or topological role in the whole network. In graph theoretical terms,
nodal properties can be divided into integration measures (e.g., centralities) and segregation
measures (e.g., clustering coefficient). Using graph nodal properties, we can also build a rank-
ing of nodes and compare different nodes.

In computational and clinical neurosciences, many studies have used nodal properties at
different scales to characterize the brain organization in healthy and diseased populations
( ; ; ; ),
with popular nodal property measures being the degree, betweenness, closeness, and eigen-
vector centrality ( ; ; ;

). Moreover, nodal properties can be combined and considered jointly within multidi-
mensional spaces. For example, Joyce and colleagues ( ) defined a new nodal
property called leverage centrality and compared it with three well-known nodal properties
in connectomes (degree, betweenness, and eigenvector centrality). To this end, they defined
two-dimensional (2D) and three-dimensional (3D) spaces, where the different nodal proper-
ties represent the spaces’ dimensions and the single brain regions are points living in these
spaces. Zuo and colleagues ( ) used voxel-level nodal property scatterplots to
investigate the relationship between different invariants of brain functional connectomes.
Nonetheless, most work on graph nodal properties applied to connectomes has been done
in 1D, 2D, or 3D spaces, that is, considering a few nodal properties at a time.

Our current study aims to extend these works by investigating brain connectomes within
high-dimensional nodal properties’ spaces. To this end, we considered up to 10 graph nodal
properties and used them to define multidimensional spaces within which we characterized
internodal and intersubject connectomes’ distances. Our work proposes a new way to use
graph nodal properties by creating Euclidean spaces, where each axis represents a graph nodal
property. Each node (brain region) has a precise position in these spaces, defined by its nodal
scores that make a set of coordinates.

Three main analyses were performed in this study. First, to understand similarities and dis-
similarities between different nodal properties, we conducted a correlation analysis between
nodal properties, both at whole-brain and functional subnetworks’ levels. Second, we
explored the multidimensional graph spaces derived from up to 10 nodal properties using
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Connectome embedding in multidimensional graph spaces

Machine learning:

Optimization of algorithms to
automatically find patterns in data for
prediction.

Euclidean distance:
A distance measure between two
points.

machine learning (ML) to test whether brain regions belonging to different brain circuits can be
differentiated in such spaces and provide early results on how much information is gained
when using higher spaces. Finally, we characterized each brain region based on its interin-
dividual mean distances in multidimensional graph spaces. This analysis allowed us to iden-
tify the brain regions yielding the largest interindividual variability in a multidimensional
graph space.

RESULTS

Our approach comprises three steps and is schematized in . First, each connectome’s
different nodal properties are computed ( ). The 10 nodal properties considered in this
work are listed and explained in more detail in the section. The rationale for

investigating 10 nodal properties is to understand which additional information about the
human connectomes we can gain compared with considering smaller nodal properties’ sub-
sets. It also allows exploring different combinations of invariants in lower dimensional spaces
(2D and 3D, for example) to study connectomes. The next step is to interpret each computed
nodal property as an axis of a multidimensional Euclidean space, as well as the nodal property
scores of each brain region (network node) as coordinates in such space ( ). This
results in embedding each node in a new multidimensional space that we name “graph
space.” The value of this embedding is that brain regions are placed in the graph space accord-
ing to their properties concerning the whole-brain network and can be easily compared
between each other and across different subjects. The final step is to explore this new space.
We propose to compute pairwise distances between brain regions in the graph space. We used
the Euclidean distance since we are working in an Euclidean space and it can be very easily
defined and calculated in a space of any dimension ( ). The Euclidean distance can
also be used to compare connectomes from different subjects at multiple scales ( ), for
example, considering a single brain region across subjects or an average global distance.

a) Degree centrality Eigenvector centrality Betweenness centrahty

Wk

b) Betweenness

.41 .52 .58

c) d) v
Bl d(A1,B1)
A2
d(A2,B2)
© B2 A3
d(A3,B3)
Eigenvector B3 I

d(A,B)

d(N1,N2) = /((x2 —x1)? + (y2 —y1)?) X

Figure 1. Schematic of graph nodal properties in Euclidean space and node distance. (A) Nodal degree, eigenvector, and betweenness cen-
trality nodal properties computed on the same toy graph. (B) lllustration of the 3D metric space (3D graph space) built from the above-listed
nodal properties (degree, eigenvector, and betweenness centrality). Each dot represents a node of the toy graph in (A). As an example, the red
dot corresponds to the red node. (C) Euclidean distance d between two graph nodes embedded in a 2D space. (D) Euclidean distances
between homologous brain regions (regions 1, 2, and 3) from different subjects (A and B), and the average distance between the two subjects

across homologous brain regions.
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Connectome embedding in multidimensional graph spaces

Structural and functional
connectome:

Different models of connectome
where the edges represent either
structural (physical) brain
connections or functional

(brain activity) correlations.

Visual 29

Graph Nodal Properties Are Correlated at Whole-Brain and Subnetwork Levels

We derived group-representative connectomes from structural, diffusion, and resting-state
functional magnetic resonance imaging (fMRI) data of 100 healthy subjects of the Human
Connectome Project (Van Essen et al., 2013), each one composed of 219 nodes (brain
regions). The 219 regions were grouped into nine resting-state networks (RSNs) (Yeo et al.,
2011). Multiple connectome models were considered: binary structural and functional
(SCBIN and FCBIN), as well as weighted structural (length-based) and functional (Length-
SCWEI and FCWEI). Further details about constructing these connectomes can be found
in the Connectomes section.

Since the 10 nodal properties are the building blocks of the graph space, the first question
we asked was the following: To what extent are these nodal properties correlated? To answer
this question, we computed the Spearman’s rank correlation coefficient (p) between every
pair of nodal properties, resulting in 10 x 10 correlation matrices, one for each model
(see Supporting Information Figure ST). The same correlations were also computed at the
RSN level. Figures 2A and 2B illustrate the Spearman correlation patterns for each RSN of
the following connectome models: weighted structural, weighted functional, and binary func-
tional weighted by the structure. The Supporting Information Figures S2A and S2B show
results for the three other models. These results chart an atlas of nodal properties where we
can see which pairs carry redundant information, for the different RSNs and connectome
models. The results show, respectively, positive and negative Spearman’s p values (in yellow
and blue in Figure 2). As expected, for almost all models and RSNs, the clustering coefficient
and average shortest path length correlate negatively with all the other nodal properties and
have a strong positive correlation. The results at the RSN level show a general pattern of strong
positive correlation between the clustering coefficient and average shortest path length; strong

Length-SCWEI FCWEI
Somatomotor 35 Somatomotor 35 Dorsal Attention 26
‘ ‘-I ‘
‘ I I 0s
.. 08
2 4 6 8 10 2 4 6 8 10 2 4 6 8 10
Limbic 12 Limbic 12 Frontoparietal 30 | |7

o

k|

2 4 6 8 10 2 4 6 8 10 2 4 6 8 10 2 4 6 8 10

Cerebellum 3

Default 46 Subcortical 16 Cerebellum 3

2 4 6 8 10 2 4 6 8 10 2 4 6 8 10

a) Left, weighted structural; b) Right, weighted functional.

Figure 2. Spearman correlations between nodal properties at the RSN level for three connectome models. (A) Left, weighted structural. (B)
Right, weighted structural. Spearman’s correlations computed average across subjects. Since the matrices are symmetric, only the upper tri-
angular part is shown for visual simplicity. The nine matrices on the left, middle, and right represent the nine RSNs of the Length-SCWEI and
FCWEI, respectively. The number next to each RSN indicates the number of nodes from the whole network that belongs to the RSN. Nodal
property nomenclature; 1 = degree, 2 = betweenness centrality, 3 = closeness centrality, 4 = eigenvector centrality, 5 = clustering coefficient,
6 = participation coefficient, 7 = within-module degree z-score, 8 = PageRank centrality, 9 = average shortest path, and 10 = subgraph.
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positive correlations between degree, betweenness centrality, closeness centrality, eigenvector
centrality, within-module degree z-score, PageRank centrality, and subgraph; and moderately pos-
itive correlations between clustering coefficient and participation coefficient, for most of the RSNs.
We also noted differences between RSNs within the same connectome models, such as the cor-
relations of betweenness centrality and other invariants that change depending on the RSN.

ML Classification of Brain Regions in Multidimensional Graph Spaces

Next, we constructed multidimensional graph spaces for each model. Two examples are given
in , where we embed group-representative structural and functional connectomes into
a 3D graph space built from degree centrality, participation coefficient, and within-module
degree z-score invariants. From a visual inspection, brain regions tend to form distinct clusters
in this space. For example, in , we identified two clusters of brain regions. The first
cluster mostly includes brain regions from the subcortical and cerebellum areas and higher-
order brain networks, including the limbic, frontoparietal, and default mode RSNs (sub-RSNs
1). The second cluster contains somatosensory areas belonging to the visual, somatomotor,
dorsal, and ventral attention RSNs (sub-RSNs 2). To gauge the distance separating these bands,
we selected two sets of data points (see ), computed the
Euclidean distance for each pair, and then made an average across those values. This resulted
in a 0.0969 estimated distance between the bands. We divided the RSNs into two categories
for subsequent ML classification of brain regions in sub-RSNs 1 (limbic, frontoparietal, default
mode, subcortical, and cerebellum RSNs) and sub-RSNs 2 (visual, somatomotor, dorsal atten-
tion, and ventral attention RSNs) regions. Qualitatively, sub-RSNs 1 regions appear to have
greater within-network connectivity, and sub-RSNs 2 regions have greater between-network
connectivity (see ).

We used supervised ML to test whether we could automatically classify brain regions into
the categories. We implemented the following classifiers: a binary support vector machine
(SVM), a binary Gaussian kernel, and a binary linear classifier. The fitcsvm, fitckernel, and
fitclinear MATLAB functions ( , , ) were used to create each
classifier. For each model, all hyperparameters were optimized automatically by MATLAB, set-
ting the OptimizeHyperparameters value to auto. In all cases, classifiers were trained with all
the brain regions from 70 randomly selected subjects and then tested on all the brain regions of
the remaining 30 subjects. Therefore, our trained models were tested on unseen data. In our
case, training an algorithm on 70 randomly selected subjects means that all 70 subjects’ brain
regions’ scores are used as input. In other words, each algorithm used a (70 x 219 = 15,330) x
n matrix as input. The matrix’s rows correspond to the brain regions of the 70 randomly
selected subjects, and the n columns represent the different nodal property scores (n =
10 in a 10D graph space). The ML task is the following: Given multiple brain regions’
graph space coordinates (rows of the input matrix) and categories’ labels (sub-RSNs 1
vs. sub-RSNs 2 regions), can the algorithm predict to which category the unseen brain
areas belong? The unseen data used for testing is of shape (30 x 219 = 6,570) x n. Each
algorithm was trained and tested on different graph space dimensions (2D, 3D, 10D) to see if
the prediction increased with the dimensionality, based on the idea that a higher dimensional
graph space would yield more brain network information. An overview of our ML approach
can be seen in

We trained the models in 2D (degree and clustering), 3D (degree, clustering, and partici-
pation), and 10D spaces. The nodal property’s choice for the 2D and 3D spaces was based on
the correlation patterns ( ): two invariants with usually
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b) Illustration of separation between the association and sensory regions (functional
binary connectome).

Figure 3. Examples of 3D graph spaces. (A) Structural binary connectome embedded in 3D graph
space. (B) lllustration of separation between the association and sensory regions (functional binary con-
nectome). Each dot represents a brain region colored according to the RSN it belongs to. The three axes
of the 3D graph space correspond to the degree centrality, participation coefficient, and within-module
degree z-score nodal properties. The axis (nodal properties) in (A) and (B) were chosen randomly to be
properties with different levels of correlations; others could be used. Panel (A) was the first graph space
to be computed, and panel (B) exhibits two bands that started the idea of applying ML to graph spaces.

opposite correlations across all models (degree and clustering) and the same two invariant plus
an invariant showing lower correlations (participation), respectively. The accuracy of each
classifier can be seen in Table 1, which is defined as the number of correctly classified brain
regions divided by the total number of areas. Indirectly, these accuracy values indicate how
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*+, 30 subjects

Linear | — &+ 3D prediction
10D prediction

2D i
] x 219 (brain regions) x 70 3 labels (one for each dimension; 2D,
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Figure 4. Schematic of ML analysis. (A) Overview of ML pipeline for one brain region. After computing all graph nodal properties, 2, 3, and
all 10 nodal properties of the brain region are used for each classifier resulting in a 2D, 3D, and 10D prediction. (B) Training pipeline. Each
classifier was trained with 2, 3, and 10 graph nodal properties for all 219 brain regions of 70 randomly selected subjects. This resulted in 219 x
70 = 15,330 brain regions and labels for each dimension (2D, 3D, 10D). (C) Testing pipeline. 219 x 30 = 6,570 brain regions from the remain-
ing 30 subjects were used as input for the classifiers to produce 6,570 predictions. These predictions were compared with the labels to com-
pute the classifier’s accuracy. This was done for all dimensions (2D, 3D, 10D).

Nodal feature or centrality:

A method or algorithm attributing a
score to each node reflecting it's
importance in the graph.

Network Neuroscience

suitable the graph space can be when trying to cluster brain areas. In our case, it directly
measures how ML approaches can separate brain regions in abstract multidimensional
graph spaces. As seen in , the highest test and train accuracy (86%) was achieved
using a binary Gaussian classifier on the FCWEI connectome model in a 10D metric space.
The highest accuracies were achieved using all the 10 nodal properties and ranged from
80% to 86%.

To better understand the increase in accuracy from a 2D to a 10D graph space, we
trained Gaussian classifiers on graph spaces of dimension 2D, up to 10D, in 1D increments.
We used Gaussian classifiers since they were the ones illustrating the highest results. For
graph spaces of dimensions 2 to 9, the classifiers were trained with five combinations of
randomly selected nodal properties, and all 10 features were used for the 10D classifiers.

shows the train and test accuracies of all Gaussian classifiers versus graph space
dimensions. We also report the best and worst nodal feature combinations for each dimension,
and connectome model, in the where the betweenness, par-
ticipation, and within module consistently emerged as the less-effective combination, con-
trasting with PageRank and eigenvector features that frequently feature in the most optimal
combinations.

Taking into account that for dimensions 2 to 9, not all combinations of nodal features were
used for training, and testing, of the classifiers; these results yield more details regarding the
amount of information gained with the addition of new nodal features for our classification task
(measured as ML accuracy).
used in each Gaussian classifier. We also computed the receiver operating characteristic (ROC)
curve and reported the area under the curve (AUC) for each classifier in

. Looking at the curves in , the highest increase in accuracy between two
graph space dimensions is from 2D to 3D before exhibiting a plateau in accuracy. Hence,

shows which nodal features were
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Connectome embedding in multidimensional graph spaces

PCA:

A method reducing high-dimensional
data into lower dimension while
keeping the variability of the input.

Network Neuroscience

Table 1. ML classification between sensory and association network nodes

Binary SVM Binary Gaussian Binary linear

Train accuracy Dim 2D 3D 10D 2D 3D 10D 2D 3D 10D

Model

SCBIN 0.63 064 074 069 075 082 064 0.64 073
Length-SCWEI 0.60 0.60 0.74 051 0.72 086 060 059 0.74
FCBIN 082 082 083 082 0383 085 0382 0.82 0.83
FCWEI 083 083 085 083 084 086 083 083 0.85

Test accuracy  Dim 2D 3D 10D 2D 3D 10D 2D 3D 10D

Model

SCBIN 0.63 064 074 0.69 0.74 080 0.64 0.64 0.73
Length-SCWEI 0.61 0.60 0.75 0.51 0.71 0.84 0.61 0.60 0.74
FCBIN 0.81 0.81 0.83 081 0.83 084 0.82 0.82 0.83
FCWEI 083 083 086 083 084 086 0.83 0.84 0.86

Bold numbers are the highest of the three dimensions for each algorithm and model. The red numbers represent
the highest accuracies of all the corresponding rows. Dim, dimension.

we trained Gaussian classifiers on all combinations of three nodal features to explore all pos-
sible 3D graph spaces since three features seem to be enough to reach a high level of accu-
racy. This resulted in 120 for each connectome model. The train and test accuracies of each
classifier can be seen in , and the three best, and worst, nodal combinations for each
connectome model, as well as the correlation matrices of nodal features, are illustrated in

As additional analysis aimed at comprehending the impact of feature addition in graph
spaces, we computed ML accuracy curves for all possible combinations of nodal features
within each dimension for the structural binary network. This process generated 45 classifiers
in 2D, 120 in 3D, 210 in 4D, 252 in 5D, 210 in 6D, 120 in 7D, 45 in 8D, 10 in 9D, and 1 in
10D, as determined by the possible combinations. However, due to constraints in computa-
tional resources and time, this analysis was limited to the structural connectivity (SC) binary
model. The results illustrated in offer an insight on the influ-
ence of nodal feature combinations on ML accuracy. This analysis complements the original
accuracy curves and the exploration of 3D nodal combinations since it combines both anal-
yses and presents a clearer understanding of . Consistent with our previous ML findings,
the most substantial increase in accuracy still occurs upon the addition of a third feature. On a
more novel point, in this analysis, there appears to be less of a plateau, and the highest overall
accuracies were achieved with nine features. This suggests that a decrease in accuracy may
occur depending on the nature of the feature introduced.

To explore how the different nodal features were related, we projected 10D graph spaces
into lower dimensional (2D and 3D) latent spaces. We first applied a principal component
analysis (PCA) on the 10D graph spaces, which projects the data into a new space where
the axes are the principal components that explain most of the data’s variability. The axes
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ML train and test accuracies for all connectome models in graph spaces ranging from 2 to 10 dimensions and 3D Gaussian models

on all combinations of 10 nodal properties. The first row represents the train (left) and test (right) accuracy curves of binary Gaussian classifiers
with different nodal properties (features, which represent the graph space dimension) as input. Except for the 10D graph space, the classifiers
were trained with five combinations of randomly selected nodal properties, for each dimension. Each curve represents the mean and the
standard deviation of different connectome models. The bottom row represents the train (left) and test (right) accuracies of Gaussian classifiers
with all possible combinations of three nodal properties as input. Each dot represents a single classifier's accuracy (train or test) with three
specific nodal properties. These results express how wide the accuracy range of a classifier can be based on a different combination of nodal
features. The top left represents the mean of the train accuracies, and the top right represents the mean of the test accuracies.

Laplacian embedding:

A data dimensional reduction
method based on the Laplacian
matrix graph of the data.

Network Neuroscience

of these latent spaces are composed of a weighted combination of the original 10 nodal fea-
tures. Supporting Information Figures STOA and S10B illustrate the 2D and 3D PCA latent
spaces. Here, the 10 vectors represent a nodal feature, and the direction and length of the
vector indicate how much the associated nodal feature contributes to the principal component
axes. This gives insights into how the 10 nodal features are related to one another when
explaining the variability in our data. From the results, the nodal features seem to form three
to four groups, indicating that only three to four features could explain a large portion of our
data’s variation. This is in accordance with our ML results (Figure 5 and Supporting Informa-
tion Figures S5, S8, and S9), where the highest gain in accuracy was after adding a third or
fourth graph feature.

In addition to the PCA analysis, we also applied a Laplacian embedding on our data since
PCA has limitations when handling complex nonlinear data, as previously reported in the lit-
erature (van der Maaten et al., 2009). If data points are close in a high-dimensional space, the
Laplacian embedding retains this information when performing a latent projection. From
the 10D graph space data, we created a network using a k-nearest neighbors algorithm, and
the first eigenvectors of the Laplacian matrix of this network are the axes of the latent space.
Each brain region can then be associated with a position in the latent space. The 2D and 3D
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Laplacian embedding results can be seen in , where each
dot represents a brain region. These results illustrate the complex nonlinear relationship
between the nodal features. PCA and the Laplacian embedding were applied on the average
networks for each connectome model. These results provide illustrations of graph spaces into
lower dimensional latent spaces.

Spatial Comparison of Brain Regions of Different Subjects in a Multidimensional Graph Space Using
Euclidean Distance

The final analysis of this study was to investigate the distance between brain regions in the
multidimensional graph spaces. Each brain region has a set of coordinates (its graph nodal
property scores), and we compute the distance between points using the Euclidean distance d:

d(xi, yi) = \/ > (Xiw = i) (M

where n is the invariant, x and y are two distinct subjects, and i is a specific brain region.
Hence, x; and y; are vectors with 10 values each, and d(x;, y) represents the distance between
the two brain regions, x; and y;, embedded in the 10D graph space. Computing the Euclidean
distance for each brain region between two different connectomes gives a vector of 219
values, each representing the Euclidean distance between the same brain region of different
subjects. The distances between every pair of subjects were computed, allowing the compar-

ison between different subjects. All these distances formed a ('9°) = 4,950 x 219 matrix for
each connectome model. Averaging across all comparisons resulted in a total distance vector
of 219 values for each model. For each model, these vectors represent the average intersubject
distance of each brain region. The results are shown in the .
Furthermore, to mitigate the effect of potential outliers, we computed the ratio between the
mean and the standard deviation of its pairwise intersubject distances for each brain region.
These results can be seen in the

For the structural models, regions of the default mode network exhibit the highest inter-
subject distances in the binary connectomes, and temporal regions in the weighted connec-
tomes. The pattern is less clear in the functional models; nevertheless, the frontoparietal and
temporal areas always yield relatively high intersubject distances, suggesting that these
regions carry the largest proportion of interindividual variability in nodal topological embed-
ding within multidimensional graph spaces. The highest intersubject distances concern the
functional and mixed models (FCBIN and FCWEI), while the lowest distances concern the
structural models (SCBIN and Length-SCWEI). This result suggests that the functional and
structure—function mixed information differentiates subjects better than the structural infor-
mation alone.

To estimate the difference in graph space distance in the original data versus random
models, we compared the 10D intersubject variabilities from our data with the same dimen-
sional intersubject variability from two randomized models created from the Brain Connectiv-
ity Toolbox ( ). The first model, Random 1, is a randomization
of the edges of a network but preserves the degree distribution. The randomization process
occurs by rewiring each edge a certain number of times, five in our study, and was achieved
using the “randmio_und()” function, which is based on Maslov and Sneppen’s approach
( ). The second model, Random 2, preserves the strength distribution
of a network in addition to the degree distribution. The edges were also rewired five times via
the “null_model_und_sign()” function for this method. These models were used since they are
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p value:

A probability that, under a null
hypothesis, the data observed come
from a random distribution.

FDR:

A method for correcting the number
of significant statistical results when
many comparisons are performed.

Network Neuroscience

standard in the field and because they preserve essential features of our networks. A compar-
ison with a completely random network would yield weaker information regarding the sta-
tistical significance of the results. However, comparing random models retaining specific
network features, such as degree distributions, results in a more compelling outcome. The
statistical significance in this case is not a result of global network differences but, instead, of
more complex structures specific to brain networks. One thousand random networks were
created for each model, resulting in 2,000 random networks.

For both random models, a null distribution was generated for each brain region by com-
puting the single nodal distance between every pair of random networks, resulting in a total of
499,500 distances for both Random 1 and Random 2 models. Consequently, for each of the
219 brain regions, an average single nodal distance was derived from the comparison across
all 100 subjects (averaging 4,950 distances) and 499,500 distances from the 1,000 random
networks. For a single brain region, depicts the null distri-
butions of both random models and the single brain region distance in the form of histograms,
along with the average intersubject nodal distance of the corresponding brain region from our
HCP data, indicated by the green vertical line. Distributions have been rescaled for the total
elements to estimate the probability density function. The number of null distances surpassing
the intersubject single nodal distances from our data for each brain region was calculated. This
represents the percentage of the null histogram with values higher than the green line in

. Following the statistical methodology employed in a previous
study ( ), these percentage values were interpreted as p values and cor-
rected for False Discovery Rate (FDR), resulting in a binarization into 0 (nonsignificant; shown
in blue) and 1 (significant; shown in orange) for improved visualization. Consequently, this
yielded a significant versus nonsignificant outcome for every brain region, with pre-
senting the results for Random 2 and for Random 1. As a
second approach, a z-scoring to the corresponding null distributions was applied to the inter-
subject nodal distances. For each brain region, the mean of the associated null distribution
was subtracted from the intersubject nodal distance. The result was then divided by the stan-
dard deviation of the same null distribution. The resulting z-scores (one per brain region) were
thresholded at 1.96 to provide a screening of the distances, and the results can be seen in the

and . This more qualitative method was also employed
in a previous study ( ). While the results show mostly no significant single
brain region distances regarding structural networks, they indicate that several brain regions
statistically differ from the null model, particularly for association cortex nodes, in the func-
tional connectivity (FC) data, which correspond to areas previously shown to have “long-
range” FC properties ( ).

After investigating interindividual distances between homologous brain regions, we com-
puted the average interindividual distance of all 219 brain regions to get a single global dis-
tance measure between connectome pairs. This resulted in 4,950 global distances, one
between every pair of subjects, which were then averaged. This value was computed at mul-
tiple network densities to determine how fast these distances would increase or decrease as a
function of density for each model. The results for each independent model and all models
together can be seen in the and . Here, the density of
our connectomes is just the amount of strongest connections kept concerning all connections.
These results are to be taken as proof that a single global distance between different connec-
tomes can be computed. In our results, the implication of these global distances and curves
will not be discussed here since some graph invariants can return aberrant values at low
densities.
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No cortical brain regions No cortical brain regions

with significant p-values with significant p-values
Not significant I I Significant Not significant I Significant
P-value=0 scpiy Pvalue=1 P-value=0 SCWEI P-value=1

a) P-values of the functional models (SCBIN on the left and Length-SCWEI on the

right).

Not significant I
FCBIN

I Significant Notsignificantl Significant

P-value=1 P-value=0 FCWE P-value=1

b) P-values of the functional models (FCBIN on the left and FCWEI on the right).

Figure 6. lllustration of the significant versus nonsignificant single region p values, after FDR correction, from random model 2. (A) p values of
the functional models (SCBIN on the left and Length-SCWEI on the right). (B) p values of the functional models (FCBIN on the left and FCWEI

on the right).

Network Neuroscience

DISCUSSION

In this work, we explored multidimensional graph spaces to study connectomes, and our
method could be conceptualized as a generalization of previous 2D and 3D graph nodal prop-
erty approaches (Joyce et al., 2010; Zuo et al., 2012). Our results provide the following new
information: (a) graph nodal properties are correlated or anticorrelated at different levels (i.e.,
there exists specific information between invariants); (b) ML algorithms can separate informa-
tion in multidimensional graph spaces, especially in high-dimensional spaces; (c) quantifica-
tion of information increase, measured as classification accuracy, based on several nodal
features; (d) visualization of high-dimensional brain network data in different latent spaces;
(e) embedding brain regions in a Euclidean graph space provides a mathematical definition
of distance between brain regions at multiple scales; and (f) multidimensional graph spaces
offer a new way to compare two, or more, connectomes from different subjects. We believe
our graph spaces methodology could also be helpful in computational neurosciences.

The correlation patterns showed differences in graph invariants. The changes in patterns at
the whole brain network level, as illustrated in Supporting Information Figure S1, can be elu-
cidated by looking at the differences between connectome models (SCBIN, Length-SCWEI,
FCBIN, FCWEI). Either the structure of the networks is different (the binary structural and func-
tional networks of the brain are known to be different (Fornito et al., 2016; Sporns, 2016)) or
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the types of weights (physical vs. topological distances) are different. Both can influence the
computation of the invariants. The divergent correlation patterns between RSNs ( )
underline the importance of nodal graph measurements. Each RSN is known to be involved
in different cognitive and biological functions ( ;

; ). This suggests that a brain region’s importance must
be measured considering its subnetwork environment. In other words, each RSN should be
studied with care regarding the choice of nodal invariants, and the relevance of a brain
region in its RSN may not always be compared with areas from other RSNs using the same
invariants.

The graph space has proven to be well-suited for ML applications. Our work achieved 86%
accuracy when classifying brain regions between sub-RSNs1 and sub-RSNs2 areas. Our meth-
odology offers an approach to studying brain areas because they can naturally form clusters in
graph spaces. This brings a unique network classification of these areas instead of a biological
one. It supports the idea that the graph space allows network nodes to isolate, cluster, or
spread themselves spontaneously without any prior hypothesis. All three different ML regimes
tested achieved decent results ( ), and almost all the best results came from the Gaussian
classifier. This indicates that nonlinear-shaped algorithms are better suited for brain network
classification in graph spaces. Another noteworthy aspect is that our ML approach not only
was computed on whole brain connectomes but can also be used with subnetworks. For
example, if a disease is known to target specific brain areas, only networks involving these
areas can be studied via graph spaces. Thus, these spaces can be used with networks repre-
senting a different level of brain complexity (whole brain, subnetworks, fewer or more nodes
for the same scale, etc.), showing the adaptability and flexibility of the proposed tool to match
researchers’ needs. Our accuracy results consistently support the notion of increased information
with higher dimensions, although the rate of accuracy increase is not linear, as evidenced in

and and S9. According to our findings, the most
significant improvement in accuracy, and therefore, information gain, occurs when transitioning
from a 2D to a 3D graph space. For functional models, employing more than three nodal fea-
tures leads to marginal increases in accuracy, as indicated by the plateau observed in both
FCBIN and FCWEI accuracy curves. A similar trend is observed in structural models, where
the bulk of accuracy enhancement occurs with three nodal properties, followed by a more grad-
ual increase with additional features. These results suggest that utilizing three nodal properties is
generally sufficient for achieving reasonably accurate classifications. Upon analyzing all 3D
graph spaces (refer to and ), we identify the three
best and worst feature combinations for our ML classification task. Notably, functional
models exhibit slightly greater variability, particularly the FCWEI model, implying that more
caution should be exercised in selecting nodal features when constructing a functional con-
nectome graph space.

Our current ML approach has some limitations, the biggest being that K-fold cross-
validation should be implemented to reach better accuracy since our results come from
hold-out cross-validation. The number of subjects used (100) could also be increased, and
more sophisticated ML methods could be used, such as neural networks. Nevertheless, we
show preliminary evidence that more extensive information, understanding, and better classi-
fication could come from these networks when at least three dimensions are in place.

Finally, we proposed a new distance measure in the graph space to compare single brain

regions and whole brain comparison ( and
and ). It is known that connectomes of different subjects express differences between them
( ; ); however, graph spaces offer a
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different angle to explore discrepancies between connectomes, via multiple network algo-
rithms. The distance across subjects’ results expresses how topologically far brain regions
are from each other, from a network perspective. More specifically, if the distance between
the same pair of regions from different subjects is high, this region is not located at the same
position for both subjects in the graph space. Hence, there is a network difference between
both subjects. Based on our results ( and and

), structural and functional distances may be used to understand the brain’s distance pat-
terns further. The structural distances yielded high values in the default network areas and low
values in frontoparietal and visual networks. The high values in the default network could
come from elements comprising this RSN that are spread across the brain (

; ; ) and, thus, could differ
structurally (in length or strength) between different people. The functional distances appeared
to be highest in the frontoparietal and temporal areas and lowest in the somatomotor and dor-
sal networks. The frontoparietal regions are known to be involved in complex cognitive activ-
ities ( ); thus, it is reasonable that these regions are subject-specific
and express high distances from each other in fMRI data.

Whole distance results are not straightforward to interpret since we lose some information,
having only one distance value. Nevertheless, a trend is that networks express lower distances
at high density. Also, functional networks exhibit higher distances than structural models,
expressing that functional brain information is more subject-specific than structural data. In
other words, the physical distance used in the structural connectomes is more similar across
subjects than the topological functional distance. This could come from the fact that the
global, underlying brain structure is relatively similar across humans, even though differences
can be found at multiple connectivity levels ( ).

We believe that multidimensional graph spaces are tools that could permit researchers to
discover brain patterns. Closest neighbor, topological data analysis via persistent homology
and Betti numbers, and state-of-the-art ML techniques ( ;

) are examples of future research areas. Regarding the ML approaches, analyses of
clinical data could help identify cluster-specific brain regions involved in neurological dis-
eases nonincisively. More sophisticated ML methods, such as neural networks, should also
be investigated to see if they could better locate brain data patterns embedded in high-
dimensional graph spaces. Also, ML analyses of subnetworks can offer a new perspective
on identifying network differences and patterns extractable from and across them. Studies
have already investigated connectome comparisons between different species (

; ), but this could also be a future research area regarding graph
spaces. Another relevant question for future work is whether nodal properties are redundant
when gaining new information. We argue here that high-dimensional spaces are well suited
for studying connectomes, but does each new dimension (each nodal property) give us more
information than we already had in lower dimensional spaces? Two types of answers can be
considered in this context: (a) Some nodal properties do not improve the knowledge of the
connectome in a graph space sense, leading to a debate over which nodal properties convey
the most information, or (b) any new nodal measure computed can either increase the amount
of global information or equal it, but never decrease it. Our preliminary results suggest that the
increase in performance, as features are added, is not linear since most of the accuracy
increase happens after the third graph space dimension.

Another question regarding ML in graph spaces is how it compares with state-of-the-art
graph ML or other comparison methods ( ). Examples include node2vec
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( ), which uses nodal values of a graph to learn a vector representa-
tion of nodes via random walks and word embedding tools; graph2vec (

), which relies on representation learning to perform whole graph embedding; NetSmile
( ), which uses seven predefined graph features and Singular Value
Decomposition to output a similarity score between whole networks; network portrait diver-
gence ( ), which uses network portraits and information theory to com-
pare networks; or graph spectral entropy ( ) that uses the eigenvalues of
the adjacency matrix to compute an entropy graph score, which can be used to compare
graphs. All these methods have their advantages and can be used for different purposes. How-
ever, it is nontrivial to compare our approach with these methods as global distances resulting
from graph spaces are hard to interpret and have not been tested with subject classification.
Still, this topic should be revisited in detail in future studies.

In conclusion, we explore graph spaces in the context of neuroscience. However, as men-
tioned previously, it can be used with any network; therefore, it is not just a fruitful tool in
computational neuroscience but it could lead to novel findings in any other field involving
the use of networks.

METHODS
Dataset and Preprocessing

This study used a Human Connectome Project dataset of structural MRI and fMRI data from

100 unrelated subjects ( ). All diffusion MRI data were processed
following the main MRtrix guidelines ( ) with two modifications: (a) The
track seeding was set to 20 million tracts, and (b) the algorithm “spherical deconvolution
informed filtering of tractograms” 2.0 ( ) was used.

The fMRI data included four sessions of resting state acquired for each subject (two per day
with opposed phase encoding direction), each composed of time series of 1,200 acquired vol-
umes (TR = 0.72 s between volumes) that were preprocessed as in a previous study (

). Briefly, preprocessing steps included linear and quadratic detrending,
removal of motion regressors and their first derivatives, removal of white matter, cerebrospinal
fluid average signals and their first derivatives, and a bandpass filter in the range of
0.01-0.15 Hz.

Connectomes
The 200 cortical regions of the Schaefer parcellation ( ), plus 19 subcor-
tical and cerebellum regions (as in ), were used to create the connectomes.

The edges of both structural connectomes (SCBIN and Length-SCWEI) represent anatomical
connections between the brain regions. Two graphs were created using two metrics as edges:
fiber length and the number of streamlines ( ). The fiber length matrices rep-
resent the distance separating two brain regions in millimeters, and the number of streamline
matrices expresses the strength of the connection between different brain areas. A consensus
mask across all subjects was computed by binarizing the number of streamline matrices. This
resulted in a matrix where the jj-th element is 1 if there is a connection between brain regions i
and j across all subjects; otherwise, it is 0. Next, the average of all 100 fiber length matrices
was multiplied with the consensus mask, giving an average masked fiber length matrix. This
matrix is a structural connectome created using all subjects’ structural information. The den-
sity of this average structural connectome was used to obtain single-subject structural con-
nectomes, where individual fiber length matrices were thresholded to keep only more robust
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connections and match the average connectome density. The connections retained are the
edges associated with the smallest weights (here, weights represent distances). Therefore,
these edges represent physically proximate brain regions. The Length-SCWEI model con-
siders these single-subject fiber length matrices, while the SCBIN model considers the same
matrices but binarized. The reason for using the fiber length as weights for the structural
model was motivated since we wanted to use both the number of streamlines and fiber
length information.

For the functional connectomes (FCBIN and FCWEI), the edges do not represent a phys-
ical connection but a statistical correlation between fMRI signals of different brain areas.
The pairwise correlations between regional average time series were computed and con-
sidered as edges of a functional connectome. The information these matrices convey does
not refer to physical links between nodes but rather how similar their activity pattern is.
Conversely, if the activity of two brain regions is desynchronized, their correlation will
be low. The absolute value of each element was computed, and the density of the average
masked fiber length matrix was again used as a threshold to keep only the most robust
connections. Furthermore, the FCWEI model is the single-subject matrix with the original
correlation numbers, while the FCBIN model is the same matrix but thresholded to have a
binary matrix.

A remark should be made on the fact that thresholding of data, specifically functional
data, can wrongly generate graph properties ( ;

). This can also result in aberrant nodal properties if the networks are composed of
multiple components. To address this issue, we also computed the ML accuracies, mean sin-
gle region distances, and the z-scored single brain distances on unthresholded structural and
functional networks. The results are in the and . The
ML findings demonstrate a distinct pattern compared with thresholded matrices ( ),
showing a smaller increase in accuracy between 2D and 3D nodal features and a less
prominent plateau effect with three or more nodal features. These results suggest that for
unthresholded FC and SC matrices, the precision accuracy primarily improves between
two and five nodal features, with a slower rate of accuracy improvement observed beyond
five nodal features. Structural average intersubject distances illustrate a similar pattern than
our previous results ( ), but motor regions tend to have
higher values for functional distances. Z-score results do not yield any clear patterns. These
analyses illustrate how graph spaces can be used for both threshold and unthreshold FC
and SC matrices.

Graph Invariants

Let G be a graph with n vertices, |V | = n. The adjacency matrix A of G is an n x n symmetric
matrix where each element aj;; is defined as,

aj = {1if (vi,vj) € E O otherwise
A graph nodal property is an algorithm that takes as input a graph, G, and computes a

score, s;, for each vertex belonging to V. Each vertex score represents how vital this vertex
is in the whole graph. The 10 following nodal properties were used in this study.

Degree:

The degree nodal property, Cp, of a vertex i is defined as the number of neighbors of i.
Cpli) = deg(v).
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Betweenness:

The betweenness nodal property, C,, of a vertex i is the ratio of the shortest paths connect-
ing any pair of vertices, s and t, that passes through i divided by the total number of shortest

paths between sand t. (i) = > - 3 where oy is the number of shortest paths from s to ¢

that passes through i, and o is the total number of shortest paths from s to t.
Closeness:

The closeness, C,, of a vertex is the inverse sum of the length of the shortest paths connect-
ing the vertex to all other vertices in the graph. C. = W, where d(i, s) is the distance

between vertices.
Eigenvector:

The eigenvector nodal property, C,, is based on the idea that if a vertex v; is linked to many
vertices with a high eigenvector score, it will also have a high eigenvector score, and vice
versa if it is linked with lower scores. Ce(v;) = }12;1 a;svs , where 1 is the highest eigenvalue
of the adjacency matrix A.

Clustering:

The clustering coefficient, C,, of a vertex i, represents how much the vertices connected to
i are linked together. Cy, = W’ where L; is the number of edges between the neighbors of
i and k; is the degree of i.

Participation:

The participation coefficient, C,, reflects how much a vertex i is linked with vertices of its
module or vertices from other modules. Modules can be thought of as clusters of vertices that

2
are highly interlinked. C,(i) = 1 — > (%) , where M is the set of all the modules, d s

m=1
the degree of vertex i, and d{m) is the degree between vertex i and all vertices in module m.
Within-module degree z-score:
The within-module degree z-score, C,, of a vertex i, is the z-score of i within its module. It is
—d””'f(";i::(d"”’» , where d is

the degree of vertex o4 in its module m;, mean(d,,) is the mean degree of i within its module
m;, and o4 _is the standard deviation of the degree of i within its module.

related to the degree of a vertex but only within its module. C,(i) =

PageRank:

The PageRank Google’s nodal property, C,, is a variation of the eigenvector nodal property
but follows the same idea of self-reference. The PageRank score of a vertex i can be thought of
as the amount of time a random walker would spend on i concerning the whole graph and
with a damping factor specifying the amount of time the random walker will step on a neigh-

borhood vertex i. G (i) =1—-d+d>.", a"‘ci”s’;s), where d is the damping factor, usually
0.85, and dl(s) is the degree of vertex s.

Average shortest path:

The average shortest path nodal property, C,,,, is @ measure of the efficiency of a vertex in

transferring information in the whole network. It can be defined as the reciprocal of nodal

efficiency. Coop(i) = #/(i)’ where Egiopai (i) = ﬁzs T is the global efficiency of vertex i,
globa is

with [;; being the shortest path between vertices i and s.
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Subgraph:

The subgraph nodal property, C;, of a vertex i is a weighted sum of a closed walk that can
be of different lengths, starting and ending at i. Cy(i) = 27:1 (x})ze’lf, where x; is the j-th
eigenvector of A, X' is the i-th component of x;, and 4, is the j-th eigenvector.

All the analyses and nodal properties were computed on MATLAB using the Brain Connec-
tivity Toolbox ( ), and after computation, all nodal measures
were individually normalized (each property vector was normalized to the highest value of the
vector by taking the ratio of each value to the maximum value of the vector, resulting in scaling
the data between 0 and 1 and potentially reducing the impact of outliers that could have

extreme values). The latent space results ( ) were computed
via the MATLAB Toolbox for Dimensionality Reduction ( ).
ACKNOWLEDGMENTS

MGP was supported by the CIBM Center for Biomedical Imaging, a Swiss research center of
excellence founded and supported by Lausanne University Hospital (CHUV), University of
Lausanne (UNIL), Ecole polytechnique fédérale de Lausanne (EPFL), University of Geneva
(UNIGE), and Geneva University Hospitals (HUG). EA acknowledges financial support from
the SNSF Ambizione project ‘Fingerprinting the brain: network science to extract features of
cognition, behaviour and dysfunction” (grant no. PZ0O0OP2_185716). RL was supported by the
Swiss National Centre of Competence in Research - Evolving Language (grant number
51NF40_180888). MGP was supported by the CIBM Center for Biomedical Imaging, a Swiss
research center of excellence founded and supported by Lausanne University Hospital
(CHUV), University of Lausanne (UNIL), Ecole polytechnique fédérale de Lausanne (EPFL),
University of Geneva (UNIGE), and Geneva University Hospitals (HUG). AG acknowledges
funding from the Ernest Boninchi Foundation project “BrainCom—Communication dynamics
in system-level brain networks: Novel methodology with application to reversible dementia.”
MP acknowledges funding from the Health Research Council of New Zealand (HRC), grant
#21/622.

SUPPORTING INFORMATION

Supporting information for this article is available at

AUTHOR CONTRIBUTIONS

Mathieu Mach: Conceptualization; Formal analysis; Investigation; Methodology; Software;
Writing — original draft; Writing — review & editing. Enrico Amico: Resources; Writing — review
& editing. Raphaél Liégeois: Resources; Writing — review & editing. Maria Giulia Preti:
Resources; Writing — review & editing. Alessandra Griffa: Resources; Software; Writing —
review & editing. Dimitri Van De Ville: Resources; Writing — review & editing. Mangor
Pedersen: Conceptualization; Investigation; Methodology; Supervision; Writing — original
draft; Writing — review & editing.

DATA AVAILABILITY STATEMENT

The data used in this study is open-source and available at

1146

d-ajo1uB/uleU/NPa W 108.IP//:dNY WOol) papeojumoq

0 € UBU/08LBLYC/6ZL LIVI8/P

6202 4890300 01 uo 3senb Aq jpd-¢6e0


https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://doi.org/10.1162/netn_a_00393
https://db.humanconnectome.org
https://db.humanconnectome.org
https://db.humanconnectome.org
https://db.humanconnectome.org
https://db.humanconnectome.org

Connectome embedding in multidimensional graph spaces

REFERENCES

Avena-Koenigsberger, A., Goni, J., Solé, R., & Sporns, O. (2015).
Network morphospace. Journal of The Royal Society Interface,
12(103), 20140881. ,
PubMed:

Bagrow, J. P., & Bollt, E. M. (2019). An information-theoretic,
all-scales approach to comparing networks. Applied Network
Science, 4(1), 1-15.

Bassett, D. S., & Bullmore, E. T. (2009). Human brain networks in health
and disease. Current Opinion in Neurology, 22(4), 340-347.

, PubMed:

Berlingerio, M., Koutra, D., Eliassi-Rad, T., & Faloutsos, C. (2012).
NetSimile: A scalable approach to size-independent network
similarity. arXiv.

Brain Connectivity Toolbox. (2022). Brain connectivity toolbox,
Google Sites.

Bullmore, E., & Sporns, O. (2009). Complex brain networks: Graph
theoretical analysis of structural and functional systems. Nature
Reviews Neuroscience, 10(3), 186-198.

, PubMed:

Cantwell, G. T,, Liu, Y., Maier, B. F., Schwarze, A. C., Servén, C. A.,
Snyder, J., & St-Onge, G. (2020). Thresholding normally distributed
data creates complex networks. Physical Review E, 101(6),
062302. ,
PubMed:

Damoiseaux, J. S., Rombouts, S. A. R. B., Barkhof, F., Scheltens, P.,
Stam, C. J., Smith, S. M., & Beckmann, C. F. (2006). Consistent
resting-state networks across healthy subjects. Proceedings of the
National Academy of Sciences, 103(37), 13848-13853.

, PubMed:

Das, K., Samanta, S., & Pal, M. (2018). Study on centrality measures
in social networks: A survey. Social Network Analysis and Min-
ing, 8, 13.

Du, Y., Gao, C., Chen, X., Hu, Y., Sadiqg, R., & Deng, Y. (2015). A
new closeness centrality measure via effective distance in com-
plex networks. Chaos, 25(3), 033112.

, PubMed:

Farahani, F. V., Karwowski, W., & Lighthall, N. R. (2019). Application
of graph theory for identifying connectivity patterns in human brain
networks: A systematic review. Frontiers in Neuroscience, 13, 585.

, PubMed:

Faskowitz, J., Puxeddu, M. G., van den Huevel, M. P., Misi¢, B.,
Yovel, Y., Assaf, Y., ... Sporns, O. (2023). Connectome topology
of mammalian brains and its relationship to taxonomy and phy-
logeny. Frontiers in Neuroscience, 16, 1044372.

, PubMed:

Fornito, A., Zalesky, A., & Bullmore, E. (2016). Fundamentals of

brain network analysis. Academic Press.

Goini, J., Avena-Koenigsberger, A., de Mendizabal, N. V., van den
Huevel, M. P., Betzel, R. F., & Sporns, O. (2013). Exploring the
morphospace of communication efficiency in complex networks.
PLOS ONE, 8(3), e58070.

, PubMed:

Griffa, A., Amico, E., Liégeois, R., Van De Ville, D., & Preti, M. G.

(2022). Brain structure-function coupling provides signatures for

Network Neuroscience

task decoding and individual fingerprinting. Neurolmage, 250,
118970. )

PubMed:
Griffa, A., Mach, M., Dedelley, J., Gutierrez-Barragan, D., Gozzi, A.,
Allali, G., ... Amico, E. (2023). Evidence for increased parallel

information transmission in human brain networks compared to
macaques and male mice. Nature Communications, 14(1), 8216.
, PubMed:

Grover, A., & Leskovec, ). (2016). node2vec: Scalable feature learn-
ing for networks. Proceedings of the 22nd ACM SIGKDD Interna-
tional Conference on Knowledge Discovery and Data Mining,
2016, 855-864. /
PubMed:

Jordan, F., Benedek, Z., & Podani, J. (2007). Quantifying positional
importance in food webs: A comparison of centrality indices.
Ecological Modelling, 205, 270-275.

Joyce, K. E., Laurienti, P. J., Burdette, J. H., & Hayasaka, S. (2010). A
new measure of centrality for brain networks. PLOS ONE, 5(8),
e12200. )
PubMed:

Kleinberg, J., & Lawrence, S. (2001). The structure of the web.
Science, 294(5548), 1849-1850.

, PubMed:

Kuhnert, M.-T., Geier, C., Elger, C. E., & Lehnertz, K. (2012). Identify-
ing important nodes in weighted functional brain networks: A com-
parison of different centrality approaches. Chaos, 22(2), 023142.

, PubMed:

Mantzaris, A. V., Bassett, D. S., Wymbs, N. F., Estrada, E., Porter, M. A.,
Mucha, P. J., ... Higham, D. J. (2013). Dynamic network centrality
summarizes learning in the human brain. Journal of Complex
Networks, 1, 83-92.

Marek, S., & Dosenbach, N. U. F. (2018). The frontoparietal net-
work: Function, electrophysiology, and importance of individual
precision mapping. Dialogues in Clinical Neuroscience, 20(2),
133-140. )
PubMed:

Maslov, S., & Sneppen, K. (2002). Specificity and stability in topol-
ogy of protein networks. Science, 296(5569), 910-913.

, PubMed:
MathWorks Inc. (2022a). fitcsvm. Natick: The MathWorks Inc.

MathWorks Inc. (2022b). fitckernel. Natick: The MathWorks Inc.
MathWorks Inc. (2022c¢). fitclinear. Natick: The MathWorks Inc.

Mheich, A., Wendling, F., & Hassan, M. (2020). Brain network similarity:
Methods and applications. Network Neuroscience, 4(3), 507-527.
, PubMed:
Narayanan, A., Chandramohan, M., Venkatesan, R., Chen, L., Liu,
Y., & Jaiswal, S. (2017). graph2vec: Learning distributed repre-
sentations of graphs. arXiv.

Park, H. W. (2003). Hyperlink network analysis: A new method for
the study of social structure on the web. Connections, 25, 49-61.

1147

d-ajo1uB/uleU/NPa W 108.IP//:dNY WOol) papeojumoq

€ UJBU/08L6.L1Z/6TL LIVIB/P!

6202 4890300 01 uo 3senb Aq jpd £6£00


https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://doi.org/10.1098/rsif.2014.0881
https://pubmed.ncbi.nlm.nih.gov/25540237
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1007/s41109-019-0156-x
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://doi.org/10.1097/WCO.0b013e32832d93dd
https://pubmed.ncbi.nlm.nih.gov/19494774
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://doi.org/10.48550/arXiv.1209.2684
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://sites.google.com/site/bctnet/
https://doi.org/10.1038/nrn2575
https://doi.org/10.1038/nrn2575
https://doi.org/10.1038/nrn2575
https://doi.org/10.1038/nrn2575
https://doi.org/10.1038/nrn2575
https://doi.org/10.1038/nrn2575
https://doi.org/10.1038/nrn2575
https://pubmed.ncbi.nlm.nih.gov/19190637
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://doi.org/10.1103/PhysRevE.101.062302
https://pubmed.ncbi.nlm.nih.gov/32688475
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://doi.org/10.1073/pnas.0601417103
https://pubmed.ncbi.nlm.nih.gov/16945915
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1007/s13278-018-0493-2
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://doi.org/10.1063/1.4916215
https://pubmed.ncbi.nlm.nih.gov/25833434
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://doi.org/10.3389/fnins.2019.00585
https://pubmed.ncbi.nlm.nih.gov/31249501
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://doi.org/10.3389/fnins.2022.1044372
https://pubmed.ncbi.nlm.nih.gov/36711139
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1016/C2012-0-06036-X
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://doi.org/10.1371/journal.pone.0058070
https://pubmed.ncbi.nlm.nih.gov/23505455
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://doi.org/10.1016/j.neuroimage.2022.118970
https://pubmed.ncbi.nlm.nih.gov/35124226
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://doi.org/10.1038/s41467-023-43971-z
https://pubmed.ncbi.nlm.nih.gov/38081838
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://doi.org/10.1145/2939672.2939754
https://pubmed.ncbi.nlm.nih.gov/27853626
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1016/j.ecolmodel.2007.02.032
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://doi.org/10.1371/journal.pone.0012200
https://pubmed.ncbi.nlm.nih.gov/20808943
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://doi.org/10.1126/science.1067014
https://pubmed.ncbi.nlm.nih.gov/11729296
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://doi.org/10.1063/1.4729185
https://pubmed.ncbi.nlm.nih.gov/22757549
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.1093/comnet/cnt001
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://doi.org/10.31887/DCNS.2018.20.2/smarek
https://pubmed.ncbi.nlm.nih.gov/30250390
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://doi.org/10.1126/science.1065103
https://pubmed.ncbi.nlm.nih.gov/11988575
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitcsvm.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitckernel.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://ch.mathworks.com/help/stats/fitclinear.html
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://doi.org/10.1162/netn_a_00133
https://pubmed.ncbi.nlm.nih.gov/32885113
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005
https://doi.org/10.48550/arXiv.1707.05005

Connectome embedding in multidimensional graph spaces

Pedersen, M., Omidvarnia, A., Shine, J. M., Jackson, G. D., &
Zalesky, A. (2020). Reducing the influence of intramodular con-
nectivity in participation coefficient. Network Neuroscience,
4(2), 416-431. , PubMed:

Schaefer, A., Kong, R., Gordon, E. M., Laumann, T. O., Zuo, X. N.,
Holmes, A. J., ... Yeo, B. T. T. (2018). Local-global parcellation of
the human cerebral cortex from intrinsic functional connectivity
MRI. Cerebral Cortex, 28(9), 3095-3114.

, PubMed:

Seitzman, B. A., Snyder, A. Z., Leuthardt, E. C., & Shimony, J. S.
(2019). The state of resting state networks. Topics in Magnetic
Resonance Imaging, 28(4), 189-196.

, PubMed:

Sepulcre, J., Liu, H., Talukdar, T., Martincorena, I., Yeo, B. T. T, &
Buckner, R. L. (2010). The organization of local and distant func-
tional connectivity in the human brain. PLoS Computational Biol-
ogy, 6(6), 1000808.

, PubMed:

Shulman, G. L., Fiez, J. A., Corbetta, M., Buckner, R. L., Miezin,
F. M., Raichle, M. E., & Petersen, S. E. (1997). Common blood
flow changes across visual tasks: Il. Decreases in cerebral cortex.
Journal of Cognitive Neuroscience, 9(5), 648—663.

, PubMed:

Simas, T., Chavez, M., Rodriguez, P. R., & Diaz-Guilera, A. (2015).
An algebraic topological method for multimodal brain networks
comparisons. Frontiers in Psychology, 6, 904.

, PubMed:

Smith, R. E., Tournier, J.-D., Calamante, F., & Connelly, A. (2015).
SIFT2: Enabling dense quantitative assessment of brain white
matter connectivity using streamlines tractography. Neurolmage,
119, 338-351.

, PubMed:

Sporns, O. (2016). Networks of the brain. Cambridge: MIT Press.

Sporns, O. (2018). Graph theory methods: Applications in brain net-
works. Dialogues in Clinical Neuroscience, 20, 111-121.

, PubMed:

Sporns, O., Tononi, G., & Katter, R. (2005). The human connec-
tome: A structural description of the human brain. PLOS Compu-
tational Biology, 1(4), e42.

, PubMed:

Stam, C. J. (2014). Modern network science of neurological disor-

ders. Nature Reviews Neuroscience, 15(10), 683-695.
, PubMed:

Sun, D., Haswell, C. C., Morey, R. A., & De Bellis, M. D. (2019).
Brain structural covariance network centrality in maltreated
youth with PTSD and in maltreated youth resilient to PTSD.
Development and Psychopathology, 31(2), 557-571.

, PubMed:

Takahashi, D. Y., Sato, J. R., Ferreira, C. E., & Fujita, A. (2012). Discrim-
inating different classes of biological networks by analyzing the
graphs spectra distribution. PLOS ONE, 7(12), e49949.

, PubMed:

Tournier, J.-D., Smith, R. E., Raffelt, D., Tabbara, R., Dhollander, T.,
Pietsch, M., ... Connelly, A. (2019). MRtrix3: A fast, flexible and
open software framework for medical image processing and

Network Neuroscience

visualisation. Neurolmage, 202, 116-137.
, PubMed:

Van De Ville, D., Farouj, Y., Preti, M. G., Liégeois, R., & Amico, E.
(2021). When makes you unique: Temporality of the human
brain fingerprint. Science Advances, 7(42), eabj0751.

, PubMed:

van den Heuvel, M. P., de Lange, S. C., Zalesky, A., Seguin, C., Yeo,
B. T. T., & Schmidt, R. (2017). Proportional thresholding in
resting-state fMRI functional connectivity networks and conse-
quences for patient-control connectome studies: Issues and rec-
ommendations. Neurolmage, 152, 437-449.

, PubMed:

van den Heuvel, M. P., & Hulshoff Pol, H. E. (2010). Exploring the
brain network: A review on resting-state fMRI functional connectiv-
ity. European Neuropsychopharmacology, 20(8), 519-534.

, PubMed:

van den Heuvel, M. P., & Sporns, O. (2013). An anatomical sub-
strate for integration among functional networks in human cor-
tex. Journal of Neuroscience, 33(36), 14489-14500.

, PubMed:

van den Heuvel, M. P., & Sporns, O. (2019). A cross-disorder con-
nectome landscape of brain dysconnectivity. Nature Reviews
Neuroscience, 20(7), 435-446.

, PubMed:

van der Maaten, L. (2024). Matlab toolbox for dimensionality
reduction.

van der Maaten, L., Postma, E., & van den Herik, H. (2009). Dimen-
sionality reduction: A comparative review. Journal of Machine
Learning Research, 10, 1-41.

Van Essen, D. C., Smith, S. M., Barch, D. M., Behrens, T. E. J,,
Yacoub, E., Ugurbil, K., & WU-Minn HCP Consortium. (2013).
The WU-Minn Human Connectome Project: An overview.
Neurolmage, 80, 62-79.

, PubMed:

Varoquaux, G., & Craddock, R. C. (2013). Learning and comparing

functional connectomes across subjects. Neurolmage, 80, 405—415.
, PubMed:

Wang, J., Zuo, X., & He, Y. (2010). Graph-based network analysis of
resting-state functional MRI. Frontiers in Systems Neuroscience,
4, 16. , PubMed:

Yeo, B. T. T., Krienen, F. M., Sepulcre, J., Sabuncu, M. R., Lashkari,
D., Hollinshead, M., ... Buckner, R. L. (2011). The organization of
the human cerebral cortex estimated by intrinsic functional con-
nectivity. Journal of Neurophysiology, 106(3), 1125-1165.

, PubMed:

Zhao, S., Rangaprakash, D., Liang, P., & Deshpande, G. (2019).
Deterioration from healthy to mild cognitive impairment and
Alzheimer’s disease mirrored in corresponding loss of centrality
in directed brain networks. Brain Informatics, 6(1), 8.

, PubMed:

Zuo, X.-N., Ehmke, R., Mennes, M., Imperati, D., Castellanos,
F. X., Sporns, O., & Milham, M. P. (2012). Network centrality in the
human functional connectome. Cerebral Cortex, 22(8), 1862—-1875.

, PubMed:

1148

d-ajo1uB/uleU/NPa W 108.IP//:dNY WOol) papeojumoq

€ UJBU/08L6.L1Z/6TL LIVIB/P!

6202 4890300 01 uo 3senb Aq jpd £6£00


https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://doi.org/10.1162/netn_a_00127
https://pubmed.ncbi.nlm.nih.gov/32537534
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://doi.org/10.1093/cercor/bhx179
https://pubmed.ncbi.nlm.nih.gov/28981612
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://doi.org/10.1097/RMR.0000000000000214
https://pubmed.ncbi.nlm.nih.gov/31385898
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://doi.org/10.1371/journal.pcbi.1000808
https://pubmed.ncbi.nlm.nih.gov/20548945
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://doi.org/10.1162/jocn.1997.9.5.648
https://pubmed.ncbi.nlm.nih.gov/23965122
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://doi.org/10.3389/fpsyg.2015.00904
https://pubmed.ncbi.nlm.nih.gov/26217258
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://doi.org/10.1016/j.neuroimage.2015.06.092
https://pubmed.ncbi.nlm.nih.gov/26163802
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://doi.org/10.31887/DCNS.2018.20.2/osporns
https://pubmed.ncbi.nlm.nih.gov/30250388
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://doi.org/10.1371/journal.pcbi.0010042
https://pubmed.ncbi.nlm.nih.gov/16201007
https://doi.org/10.1038/nrn3801
https://doi.org/10.1038/nrn3801
https://doi.org/10.1038/nrn3801
https://doi.org/10.1038/nrn3801
https://doi.org/10.1038/nrn3801
https://doi.org/10.1038/nrn3801
https://doi.org/10.1038/nrn3801
https://pubmed.ncbi.nlm.nih.gov/25186238
https://doi.org/10.1017/S0954579418000093
https://doi.org/10.1017/S0954579418000093
https://doi.org/10.1017/S0954579418000093
https://doi.org/10.1017/S0954579418000093
https://doi.org/10.1017/S0954579418000093
https://doi.org/10.1017/S0954579418000093
https://doi.org/10.1017/S0954579418000093
https://pubmed.ncbi.nlm.nih.gov/29633688
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://doi.org/10.1371/journal.pone.0049949
https://pubmed.ncbi.nlm.nih.gov/23284629
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://doi.org/10.1016/j.neuroimage.2019.116137
https://pubmed.ncbi.nlm.nih.gov/31473352
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://doi.org/10.1126/sciadv.abj0751
https://pubmed.ncbi.nlm.nih.gov/34652937
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://doi.org/10.1016/j.neuroimage.2017.02.005
https://pubmed.ncbi.nlm.nih.gov/28167349
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://doi.org/10.1016/j.euroneuro.2010.03.008
https://pubmed.ncbi.nlm.nih.gov/20471808
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://doi.org/10.1523/JNEUROSCI.2128-13.2013
https://pubmed.ncbi.nlm.nih.gov/24005300
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://doi.org/10.1038/s41583-019-0177-6
https://pubmed.ncbi.nlm.nih.gov/31127193
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://lvdmaaten.github.io/drtoolbox/
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://doi.org/10.1016/j.neuroimage.2013.05.041
https://pubmed.ncbi.nlm.nih.gov/23684880
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://doi.org/10.1016/j.neuroimage.2013.04.007
https://pubmed.ncbi.nlm.nih.gov/23583357
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://doi.org/10.3389/fnsys.2010.00016
https://pubmed.ncbi.nlm.nih.gov/20589099
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://doi.org/10.1152/jn.00338.2011
https://pubmed.ncbi.nlm.nih.gov/21653723
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://doi.org/10.1186/s40708-019-0101-x
https://pubmed.ncbi.nlm.nih.gov/31792630
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://doi.org/10.1093/cercor/bhr269
https://pubmed.ncbi.nlm.nih.gov/21968567

	Connectome embedding in multidimensional graph�spaces

