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Abstract

The aging of the brain is a complex process shaped by a combination of genetic factors and
environmental influences, exhibiting variations from one population to another. This thesis in-
vestigates normative population-specific structural changes in the brain and explores variations in
aging-related changes across different populations. The study gathers data from diverse groups,
constructs individual models, and compares them through a thoughtfully designed framework. This
thesis proposes as a comprehensive pipeline covering data collection, modeling, and the creation of
an analysis framework. Finally, it offers an illustrative cross-population analysis, shedding light on
the comparative aspects of brain aging.
In our study, the Indian population is considered as the reference, and an effort is made to ad-
dress gaps within this population through the creation of a population-specific database, an atlas,
and an aging model to facilitate the study. Due to the challenges in data collection, we adopted
a cross-sectional approach. A cross-sectional brain image database is meticulously curated for In-
dian population. A sub-cortical structural atlas is created for the young population, enabling us
to establish reference structural segmentation map for the Indian population. Age-specific, gender
balanced, and high-resolution scans collected to create the first Indian brain aging model. Choosing
cross-sectional data collection made sense because data from other populations were also mostly
collected in a cross-sectional manner. Using the in-house database for Indian population and pub-
licly available datasets for other populations, our inter-population analysis compares aging trends
across Indian, Caucasian, Chinese, and Japanese populations. Developing an aging model from
cross-sectional data presents challenges in distinguishing between cross-sectional variations and
normative trends. In response, we proposed a method specifically tailored for cross-sectional data.
We present a unique metric within our comprehensive aging comparison framework to differentiate
between temporal and global anatomical variations across populations.
This thesis has detailed a comprehensive process to compare the aspects of healthy aging across
these diverse groups, ultimately concluding with a pilot study across four different populations. This
framework can be readily adapted to study various research problems, exploring changes associated
with different populations while considering factors beyond ethnicity, such as lifestyle, education,
socio-economic factors, etc. Similar analysis frameworks and studies with multiple modalities and
larger sample sizes will contribute to deriving more conclusive results.
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Chapter 1

Introduction

Biological systems and their processes are influenced by the environment in which they are
established. In humans, the nervous system is one of the vital biological systems, and the brain is
the most important organ in the system. It controls the entire body’s functions, senses, thoughts,
memory, and emotions. No other organ in the human body handles this wide variety of tasks, making
the brain anatomy more complex. It is considered the most complex organization of matter in the
universe. The brain plays a key role in a person’s unique behavioral and intellectual capabilities.
The complex anatomy and significant anatomical variations across subjects make the brain the most
challenging organ to study in the medical field. The changes with time are inevitable for all natural
systems and same for brain. Brain aging is a complex process due to various nature and nurturing
factors, along with the intricate nature of the organ, making it challenging to study. The definition
of a healthy brain aging raises questions, and the best approach is to analyze cohort-specific aging
trends.
This thesis aims to study the normative structural variations associated with healthy adult human
brain aging through the analysis of neuroimages. The study covers the examination of normative
aging trends within a cohort and the comparison of variations across different cohorts.

1.1 Motivation

1.1.1 Studying the normative aging trends

The structural image of the brain is like a spatial map. To understand the brain and its variations
among individuals, we need a comprehensive representation in a spatial coordinate system. This
representation, essentially an average anatomy known as a structural template, serves as a foun-
dational tool for defining the individual structural variations. The template serves as a reference,
helping define other group average information such as structural and functional details. This spa-
tially defined comprehensive representation is known as an atlas. With aging, the structure of the
brain undergoes changes, emphasizing the importance of developing a model that can capture the
average trends in structural changes to map associated information.
Brain aging is a natural transformation in the anatomy of the brain over time. It is expected to follow
a specific pattern with relatively minor variations among individuals who share similarities in the
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factors influencing brain aging. Understanding or defining the trends [193] or reference pattern of
aging also helps us to define normal or abnormal anatomy variations with time.

1.1.2 Cohort-specific Modeling and Cross-Cohort Comparisons

The brain anatomy of a fetus is entirely determined by its genetic configuration, which has
evolved over thousands of years from the life experiences of its ancestors. It has the immense po-
tential to grow in infinite possible ways. As an individual grows, he/she learns new things and faces
new situations; this training face of life influences brain anatomy. I.e., the brain anatomy of each
individual is determined by nature and nurture. As these two factors vary broadly across individ-
uals, brain anatomy shows complex variations across subjects. Hence, defining a single reference
for the whole world will not work because the definition of a healthy biological process differs for
different cohorts. Still, a common trend can be expected within a cohort. I.e., to study the normative
behavior of aging, first group the brain scans from different individuals who are expected to have a
similar aging pattern. Reference models for each cohort can be used for better representation and
analysis. Cohort-specific models help to define standards for the corresponding cohort.

1.2 Designing the Aging Study

1.2.1 Choice of imaging modality

Understanding brain anatomy is crucial for grasping how the brain is structured and organized.
It’s like creating a map to navigate the brain’s complexities and represent additional information
spatially. Aging, in particular, induces changes in brain structure, and these structural changes serve
as direct indicators of the aging process. Different methods to image the brain’s anatomy include:
MRI (Magnetic Resonance Imaging), CT (Computed Tomography) and Diffusion Tensor Imaging
(DTI). Unlike CT, MRI provides clearer images of the brain’s soft tissues, making it more effective
for studying anatomy. Additionally, while DTI is valuable for exploring brain connectivity, our
focus is on understanding the fundamental anatomy, and MRI is more suitable for this specific
aspect of our research. Among MRI scans, T1 and T2 are popular ones, with T2 being well-suited
for detecting abnormalities like edema, inflammation, or specific pathological conditions. However,
for our research, we chose T1 MRI because it is excellent for visualizing the anatomical structures
and details of tissues.

1.2.2 Cohort Definition: Understanding the Grouping Criteria

Let us consider the growth of two chillies as shown in Figure 1.1. Each chilli will have a unique
shape which changes as it grows. If the chillies are of the same variety, there will be similarity in
shape, otherwise not as in the case of long versus short chilli varieties. Hence, to define a refer-
ence model for the growth process, we should group the round chillies and long chillies separately.
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Figure 1.1: Growth pattern of two chilli varieties

Defining such a grouping criteria need not be simple in case of a complex organ like Brain.
Age is an obvious criterion for grouping subjects to understand the common brain anatomy. The
next question is whether the aging process is the same for different individuals. If not, another cri-
terion to group individuals along with age is population. Within the same population, individuals
typically share more common genetic and ethnic traits compared to different populations. There-
fore, grouping based on population is a practical choice.

1.2.3 Cross-sectional Data Based Study

Normative structural information about aging trends can be a reference in neurological assess-
ment. This normative trend can vary across populations. As aging is a time-controlled process,
accurate modeling demands accurate extraction of the temporal changes. A large pool of longitudi-
nal data is the key to developing a growth model to study the aging process. Longitudinal data has
follow-up scans of the same subject over a while. That is the same person is scanned at multiple
time points(longitudinal data), and the path connecting the follow-up scans will be the aging of that
person. When multiple such paths are available for different individuals, an average aging path can
be developed accurately. However, acquiring longitudinal data from a large cohort is a big chal-
lenge. This is not the case when the images are acquired from different individuals at different time
points, i.e., cross-sectional data. Availability and scalability of cross-sectional data motivate meth-
ods to develop the aging model with cross-sectional data. Nevertheless, the challenges are different
with cross-sectional data. The variations across subjects at different age points need not be because

3



Figure 1.2: A schematic diagram of cross-sectional and longitudinal data acquisition difference

of aging but also cross-sectional variations across subjects. Figure 1.2 shows the difference in the
acquisition of scans in the longitudinal and cross-sectional studies.

1.2.4 Path-based Modelling

Growth/aging is seen as a type of deformation because it involves shaping and expanding bi-
ological tissues and organs as they develop. When analyzing groups, our challenge lies in distin-
guishing between cross-sectional variations in the data and those caused by aging-related structural
changes. Our goal is to define the aging process based on the average anatomy of the population
under study. Towards this, we are attempting to model the brain aging process as the deformation
of a structural template with an aging deformation. In general, tissue density statistics are used to
understand the aging process. We propose a deformation comparison strategy to understand the
aging process directly instead of using some derived information from the datasets. Age-related
changes are better understood from image space. Nevertheless, comparison of aging trends across
populations becomes difficult with analysis in the image space directly or using derived features like
tissue densities. Instead, a direct comparison of aging deformations gives a better understanding of
the population difference. Aging can be considered as a path through which age-related changes
happen to the matured brain. A comparison of aging across populations is a comparison of these
paths. Hence to understand population-differences in aging the idea is to compare the normative
aging paths of different populations.
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1.3 Thesis Contributions

1.3.1 Population-Specific Atlas: Segmentation Map for the Indian Brain Template

The normative anatomy of the brain, coupled with the accurate labeling of its structures, is
essential for the development of a comprehensive reference system. Acknowledging the need for
a dedicated reference system for the Indian population, we are taking the initiative to introduce
the Indian Brain Atlas. Having an atlas designed for the Indian population greatly improves the
accuracy of segmenting new brain volumes. The segmentation data developed for this purpose
is valuable, aiding the creation and validation of various algorithms, especially those focused on
population-specific studies.

1.3.2 Cross-sectional data based brain aging model

Establishing benchmarks for disease progressions and treatment effects relies on understanding
normative anatomical variations during aging. Due to challenges in creating age-specific MRI tem-
plates and the discrete nature of age-range specific templates, a more practical approach involves
developing an aging model. We propose a method to derive an aging model to leverage readily
available and scalable cross-sectional data. Challenges in distinguishing age-related changes from
cross-sectional differences are addressed. The aging deformation is derived from cross-sectional
data and utilized to model aging as a deformation of the global anatomy obtained from the same
data.

1.3.3 Comparative Framework for Brain Aging Across Populations

Brain aging induces structural changes, and these alterations vary across different populations.
Additionally, the matured brain anatomy exhibits structural variations across populations. Dis-
tinguishing between global anatomy and age-related changes is challenging. However, discerning
these differences is crucial for comprehending time-dependent changes and factors influencing brain
aging across populations. In this thesis, we introduce a comprehensive analysis framework for com-
paring aging across different populations.

1.3.4 Indian Brain Aging Data Acquisition and Inter-Population Aging Comparison

We created a cross-sectional brain image database for Indian brain aging using scans from four
sites (IIIT, NIMHANS, AIG, SCTMT). Subjects aged 20-80 years were grouped by decade, ensur-
ing gender balance. The database, comprising Indian brain scans, was utilized to develop the first
Indian brain aging model, all images being 3T high-resolution scans. Leveraging data from publicly
available databases of other populations, we created population-specific models. A comprehensive
analysis, along with the proposed comparison framework, was conducted to discern aging differ-
ences across populations.
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1.4 A Roadmap to the Chapters

Chapter 2 lays the groundwork by exploring the mathematical and technical aspects essential
for our study, along with a summary of the related works. Moving forward, Chapter 3 introduces
the Indian Brain Atlas and its details. In Chapter 4, we present a method to understand aging
using cross-sectional data. Chapter 5 details our framework for studying aging differences, and
Chapter 6 gives a closer look at Indian Brain Aging Data collection and how aging compares across
different populations.The chapters detail a comprehensive pipeline for creating population-specific
aging models and comparing brain aging across different populations.
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Chapter 2

Background

The structural changes occurring in human brain follow specific patterns. Brain aging is a grad-
ual process without any abrupt structural changes. In order to understand and define such changes,
the structural changes are categorized as deformations within a specific class of smooth transfor-
mations. Modeling the temporal changes linked to aging requires preserving natural trends and
properties. Given the complex nature of the brain and the structural variation across subjects, when
group trends are analysed an average brain anatomy is used as a reference point. Specific methods
are then employed to define the mapping across brains and model the group trend. Before delving
into the methodological details, let’s explore some fundamental concepts from differential geometry,
a branch of mathematics focused on studying smooth shapes and spaces by examining their geo-
metric properties, including curvature and topology. Structural changes in the brain involve smooth
variations in shape, curvature, and size, and differential geometry offers tools and techniques to
quantify and analyze these changes.

2.1 Differential Geometry Concepts used in the Thesis

The biological structures we analyze are embedded in Euclidean spaces, but the extracted fea-
tures that represent the shapes need not belong to Euclidean spaces. The data is nonlinear, so the
analysis of the anatomical variabilities should be done on a manifold, i.e., by linearizing the data
space locally. To understand how this is accomplished, it’s essential to comprehend the following
concepts:

2.1.1 Shape Space

Shape space encompasses the entire spectrum of possible shapes an object can assume. This
includes everything from simple geometric forms to intricate and irregular structures. Each point
within shape space denotes a unique shape. In our analysis of the manifold, shape space (S) becomes
a central concept. In order to study the shape transition between different states deformations are
used which allows alteration of the geometry of a shape. These deformations, regarded as elements
of a group, enable a systematic exploration of shape variations. By applying these group elements to
a representative shape, often termed the Orbit Concept, we can methodically generate shapes within
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S. This methodology furnishes us with a structured framework to comprehend and characterize the
broad spectrum of shapes within S.

2.1.2 Topology

Topology is a mathematical discipline that studies the fundamental properties of geometric
shapes and spaces, particularly focusing on concepts like continuity, connectivity, and deformation.
It explores how these properties are preserved under smooth and continuous deformations, provid-
ing insights into the structure and relationships within complex shapes. The purpose of topology is
to classify spaces. In topology, two entities are defined as equivalent if one can be deformed into
another continuously. For example, it is impossible to make any rubber sheet into a rubber band
with continuous smooth deformation. So, no rubber sheet can be topologically similar to any rubber
band.
Two topological spaces are homeomorphic to each other if we can deform one into the other contin-
uously. Homeomorphisms preserves topological invariants. When non-rigid deformation without
any constraint is considered, it can even deform the brain to a sphere. Here the topological invariant
is the genus of the entity(roughly speaking, holes).

Figure 2.1: Examples of Genus-0 topologically similar entities

Another topological invariant that can be considered is the number of boundaries, which also
does not help topologically differentiate a brain surface from a sphere surface. For practical ap-
plications, such topological invariants alone need not help analyze anatomical variabilities. The
data processing is tough without the inclusion of domain knowledge. For instance, a topological
invariant-like genus of the surface is inadequate for differentiating surfaces as all the surfaces are
topologically similar to genus 0. Hence, for practical applications, along with a simple topolog-
ical invariant, defining a metric space that can quantify the similarity between entities is a better
solution for the task. Metric spaces are a subset of manifolds and manifolds are a subset of topolog-
ical space. In aging studies, embedding the representation in a metric space facilitates comparison
across different aging trends.
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2.1.3 Diffeomorphism

A manifold is a topological space locally homeomorphic to a Euclidean space. We can assign lo-
cal coordinates to points in the manifold. One point can have multiple coordinates, but the transition
from one to another should be smooth. The local homeomorphism ofm-dimensional manifold M to
Euclidean space Rm which is smooth and invertible is called a diffeomorphism. Homeomorphisms
preserve the fundamental topological properties and diffeomorphisms go a step further by preserv-
ing smooth structures on the manifolds, including differentiable functions. Diffeomorphisms helps
to map each point i in the manifold along with its neighborhood and this neighborhood is called a
coordinated neighborhood. The mapping from Ui to Rm is referred to as a coordinate function ϕi,
the diffeomorphic deformation. More details about the modelling of diffeomorphism are discussed
in appendix section.
In summary the trio of shape space, topology, and diffeomorphisms forms a fundamental frame-
work for understanding shape variations. Shape space represents all possible configurations of a
shape, with each point denoting a unique manifestation. Topology classifies shapes based on their
preserved properties. Diffeomorphisms, smooth and invertible mappings, enable systematic explo-
ration and manipulation of shape variations while maintaining geometric properties. Together, they
offer insights into shape variability across disciplines.
Computation of the diffeomorphic deformations is generally done in an optimization framework.
The entire process of computing the deformation between one shape/image to another and deform-
ing from one to another using the computed deformation is called Registration. The template for a
particular set of shapes is generated by performing registration in an optimization framework such
that the generated template captures all the characteristics specific to the shape class. Miller sug-
gested an anatomical orbit model [120] to define the growth/atrophy happening in different human
organ anatomies, where each anatomy sample is an orbit under Diffeomorphic Deformations of
some template anatomy. Diffeomorphic deformations of a template anatomy represent the paths
along which anatomical structures evolve or change over time. In this thesis, as previously dis-
cussed, we embrace a path-based modeling approach, wherein aging is conceptualized as the evo-
lution of a template brain along a diffeomorphic path.

2.2 Modeling Brain Aging: Essential Methods

2.2.1 Registration

Capturing structural changes between two brains and aligning them is accomplished through im-
age registration—a method that aligns different images into the same coordinate system. Because
of brain anatomy’s complex and highly variable nature, group analysis is almost impractical with-
out a registration or alignment procedure that can handle complex deformations. Accuracy of the
registration step is the key to determining the reliability of the analysis based on the data.
There are 3 main tools to perform registration: 1) Deformation, 2) Similarity Metric, 3)Interpolation
method, and 4)Optimizer. Except for the first tool, other tools are commonly used in other methods
like segmentation, regression, etc. Commonly used similarity metrics are Mean Square Error(MSE),
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Local Correlation Coefficient(LCC), Mutual Information(MI), Spectral feature-based metrics, etc.
Spline interpolation is used in general for getting visually better results. Gradient descent is used in
general as an optimization method.
In this thesis, T1 structural MRI scans are considered for the analysis. In structural MRI registra-
tion, as mentioned before, the deformation needs to be smooth, and such deformations are modeled
by constraining them to be invertible. A set of such invertible smooth deformations is referred to
as diffeomorphic deformation. There are mainly two approaches for diffeomorphic registration.
The first approach models the diffeomorphism as the integral path of displacement [130] or time-
varying velocity field. This approach gives promising results and is mathematically grounded but
has high computational complexity. The other approach assumes the deformations to be geodesics
and parameterizes the deformations with the initial momenta or stationary velocity field [96] of the
geodesics.
In the context of registration, stationary velocity based modelling of diffeomorphisms are more pop-
ular. Diffeomorphic registration involves finding a smooth and invertible transformation between
two objects, often represented as differentiable manifolds. Diffeomorphism can be modeled using
the exponential map applied to a stationary velocity field. The stationary velocity field, denoted
as v, characterizes the smooth deformation of one object into another without a change in velocity
over time (∂v∂t = 0). The exponential map, denoted as exp(·), is then employed to generate the
diffeomorphic transformation from the velocity field. Mathematically, a diffeomorphism Φ can be
expressed as Φ = exp(v), where v and Φ maps points from the tangent space of the manifold
back to the manifold itself. This diffeomorphic approach allows for smooth and invertible transfor-
mations, making it valuable in applications such as medical image registration and shape analysis.
More details about this modelling is given in appendix.

2.2.2 Brain Atlas

A brain atlas in neuroimaging refers to a structural model that maps and labels different regions
of the brain. The model includes predefined regions or structures within the brain, each labeled
to indicate its anatomical or functional significance. The reference anatomy of the atlas is called
the template. It acts as a standardized reference system, facilitating the comparison and analysis of
brain images from diverse individuals or groups. Its purpose is to aid in the spatial normalization of
individual brain MRI scans. Spatial normalization transforms individual brain images into a com-
mon coordinate system, allowing researchers to compare and integrate data from multiple subjects,
simplifying the identification of common patterns or abnormalities across a population.
An ideal brain MRI template should represent the average anatomy and associated information of
the studied population. The underlying average anatomy/template is derived in a way that minimizes
the shape deformation on average across individual images in the group of brain images.Therefore,
the template provides a standardized reference frame for aligning and comparing individual brain
images, enabling researchers to derive meaningful conclusions from their group analyses.
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2.2.3 Brain Aging Model

In this dissertation, the analysis of brain anatomy shape and variations is undertaken to model
average patterns of brain aging. To capture the structural variations that contribute to average trends
in brain aging, different types of variations are considered. A group of subjects is selected to study
the aging process, and the average trends within this group are then derived. Variations in anatomy
from one subject to another are termed inter-subject variations, and these can stem from genetic,
physical, and psychological factors across subjects. Another category of anatomical variations oc-
curs within the same subject’s brain due to aging or certain disease conditions, termed intra-subject
variations.

Both inter-subject and intra-subject anatomical variations can be effectively analyzed using non-
linear models, which offer a more comprehensive representation of shape variations. The objective
of a brain aging model is to identify the trajectory followed by the group by normalizing the inter-
subject variations. This normalization process allows for a more accurate representation of average
trends in brain aging, considering the diverse anatomical variations introduced by both inter-subject
and intra-subject factors.

2.3 A Comprehensive Literature Review: Brain Aging Study

Many studies have been reported on brain aging [125], [117], [122], [123] and disease progres-
sion [116], [129] based on longitudinal data collected from subjects/patients. Brain development
and aging studies have been done separately for different populations in the literature [51–53,55,68].
The importance of population-specific studies is also discussed in the literature [8]. In these studies,
statistical volumetric analysis of different parts of the brain was done using automatic segmentation.
The volumetric analysis is insufficient to develop a brain growth model. Hence, deformation mod-
els have been developed for brain growth, and disease progression [125], [117], [122], [123], [116],
[129]. Temporal shape and size changes are initially modeled by a linear shape model. However,
the underlying data is not linear, and hence a manifold framework is required.
Longitudinal data-based spatiotemporal atlases have been generated mainly to analyze disease pro-
gression [105]. Sourcing such data for a healthy population is challenging. Researchers have tried
statistical and principal component analysis on this type of data, considering the data belongs to a
non-linear space, i.e., manifold. Average growth, which is a result of natural deformation, belongs
to a group of diffeomorphic deformation.

2.3.1 Diffeomophic Model based Studies

Diffeomorphic growth model-based analysis of the aging process has been studied in two ways:
i) by considering longitudinal data of different subjects and combining the growth trajectories, ii)
using take cross-sectional, time-series data. Miller [120] has suggested a method based on the orbit
model to continuously evolve a template through a time series of images by connecting the images
through a geodesic path [120] using the LDDMM framework. This approach needs dense time
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sampling of the data. In [119], the authors suggest a discrete version of [120] by defining the evo-
lution with the integration of a time-dependent velocity field. When longitudinal data is available,
an interpolation of piece-wise geodesics to model the growth [126] is possible. Growth trajectories
have also been modeled with acceleration (instead of velocity) field [112]. In this approach, the
registration step’s accuracy determines the growth model accuracy. Aging has been modeled as a
time series regression in different ways such as a geodesic [138–142]piece-wise geodesic [143],
as a spline [144], polynomial [145], nonlinear kernel-based [146] regression paths as well as with
stationary velocity fields parameterized path [148] and acceleration parameterized path [149, 150].
Time-series regression methods find a path to best fit the time series data using the initial data point
(image) as the path’s starting point. In [148], the method has used longitudinal data to define an
aging model by transferring individual growth trajectories to a global template space. The data,
however, has been sourced for a small cohort over a shortage interval. Kernel-based approaches are
used for modeling brain growth when cross-sectional data is used, where images at different time
instances are interpolated smoothly to represent the growth at different time instances [118]. But
such cross-sectional models do not allow us to understand the aging deformation and compare the
same across models from different populations.
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Chapter 3

Population-Specific Atlas: Segmentation Map for the Indian Brain
Template

In this study, we aim to explore brain aging in connection with concepts from differential geom-
etry. As discussed in the ’Concept of Orbit,’ a template shape exists for a group of brains, and aging
can be modeled as a deformation of this template. When a template carries additional information,
such as structural segmentation maps, it is referred to as an atlas. With this added information, it
becomes possible to map the same to other age points, making the aging model more informative
and easier to validate. Therefore, in this work, we have developed a segmentation map for the Indian
Brain template established in [199].
The brain template and the segmentation map together constitute the first Indian brain atlas. Getting
accurate segmentation maps is crucial to develop an atlas. Hence here we discuss the segmentation
map generation for the individual images, validation of segmentation maps and finally the atlas gen-
eration and validation of the same.

3.1 Indian-specific brain segmentation database

A set of 114, 1.5 Tesla, T1 MRI scans with manual delineations for 14 sub-cortical structures
were developed to study population-specific differences in the Indian brain. The scans in the dataset
were acquired from healthy young (21-30 years) subjects (58 male and 56 female) and all the struc-
tures are manually delineated by experienced radiology experts. Creating a brain segmentation
database for the Indian population and making the data publicly available is one of the implicit
goals of this thesis as there exists no such database. We present an Indian Brain Segmentation
Dataset (IBSD), for sub-cortical brain segmentation. This has 114 MR volumes generated under a
fixed imaging protocol. Each volume has 14 labeled sub-cortical structures. The number of MR
scans in the dataset is of an approximately equal number of male and female subjects belonging
to a young age group (20-30 years). This data is used to create a template for the young Indian
population.
Our sub-cortical structure segmentation dataset, Indian Brain Segmentation Dataset (IBSD), is avail-
able at https://doi.org/10.5281/zenodo.5656776. Some of the widely used public
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Figure 3.1: Age histogram of 114 volunteers

datasets for brain segmentation and the number of MR volumes and structures with markings/labels
are: i) MICCAI 2012 [20] with 35 MR volumes and 134 labeled structures ii) IBSR [21] with 20
volumes and 43 labeled structures and iii) LPBA40 [63] with 40 volumes and 56 labeled structures
iv) Hammers67n20 [23] with 20 volumes and 67 labeled structures and v) Hammers83n30 [23]
with 30 volumes and 83 labeled structures. Besides these, there are few public structure-specific
datasets with only (ex. hippocampus, [24]). private datasets such as those introduced by Babalola
et al. provide 270 volumes and labels (via semi-automated segmentation) for 18 structures. The
neuroimages in these datasets are of young to elderly individuals.

3.1.1 Database Development

3.1.1.1 MRI Images Used to Create Segmentation Database

We used MR scans collected from 114 young (21-30 years) healthy adult volunteers. This
database was created as part of another thesis from our team [136]. All the adults had completed
their schooling, and a majority (> 90%) had an undergraduate-level education. Healthy volunteers
who had no past history of head injury were selected for the study. Figure3.1 shows the age dis-
tribution of all the volunteers. An experienced psychiatrist examined all the volunteers and helped
select only psychologically healthy subjects for the study. A clinician and an experienced neurol-
ogist examined all the scans to identify and exclude those with any structural abnormalities. After
scrutiny, scans of 58 male and 56 female volunteers were finally selected for inclusion in our study.
As approved by the Institute Review Board, the study involved collecting MRI volumes of young
adults after obtaining informed consent in writing. Written consent from each volunteer is to use
their anonymized MRI scan for research purposes. The work described has been carried out in ac-
cordance with The Code of Ethics of the World Medical Association. Scanning was done at three

14



different sites, which had different models of scanners as follows. The sitewise distribution was as
follows: 39 subjects were scanned using Siemens 1.5T MRI scanner with T1 MPRAGE sequence,
TE/TR/TI = 2.9 / 2370/ 1000 ms and flip angle=7◦; 38 subjects were scanned using GE 1.5T MRI
scanner with T1 BRAVO sequence TE/TR/TI = 4.2 /10.2/450 ms and flip angle=15◦; and finally 37
subjects were scanned using Phillips 1.5T MRI scanner with T1 3D TFE sequence with TE/TR/TI
= 3.8/8.2/- and flip angle=7◦. The imaging protocol was fixed to obtain scans with a voxel size of
1 × 1 × 1mm3 and a 3D matrix size of 256 × 256 × 192. The MRI volumes were acquired using
192 sagittal cuts.

Preprocessing

All the MRI volumes were pre-processed using a standard pipeline consisting of N4 Bias field
correction [66] followed by denoising using Non-local Means filtering [59]. Skull stripping was
done with the Brain Extraction Tool [28] and all the images were checked manually slice by slice
(using ITK-SNAP) to ensure good image quality after preprocessing.

3.1.1.2 Sub-cortical segmentation labels

The seven sub-cortical structure pairs (Left and Right) chosen for markings were the Thalamus,
Putamen, Pallidum, Hippocampus, Amygdala, Caudate and Accumbens area. Experts from Sree
Chitra Tirunal Institute for Medical Sciences and Technology, India did all the manual markings.
The seven structures in each of the 2 hemispheres are illustrated with different colors in 3 canonical
views for a sample slice in Figure 3.2.

Sub-cortical structure segmentation approach

The process of image marking/labeling had 4 sequential steps: i) automated labeling, ii) label
correction by a trained person, iii) label correction by a radiologist with 2 years of experience and
iv) label finalization by a senior neuroradiologist who has more than 25 years of experience. In
order to perform the automated labeling, a set of 14 sub-cortical labels from Talairach Daemon
labels [29] were transferred to each brain MRI scan. These were then manually edited using the
ITK-SNAP [30] tool by a trained person to correct for overshoots and fill the missing voxels. The
first two steps helped the radiologists to concentrate on fine-tuning the markings and producing
good-quality labels. A radiologist then corrected the labels by overlaying them on the actual 3D
MRI scans slice by slice. The corrected labels were checked in the 3 canonical views (coronal,
sagittal, and axial views) to verify the completeness of the 3D shape and labels. In the same way, the
corrected labels were finalized by a senior neuroradiologist. Experts delineated the structures using
tissue intensity, relative position, and structure shape information from their experience. 3D-mesh
visualization of each structure helped the experts to verify the delineated structure shape with the
expected shape in their minds. The slice-by-slice delineation and 3D visualized cross-verification
in each step helped the experts to work efficiently.
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Figure 3.2: Sub-cortical Structure labels of a sample subject image visualized in 3 planes. The
labels corresponding to each color-mapped structure are given on the right side.

3.1.1.3 Data Records

All 114 scans and their labels are made publicly available at https://doi.org/10.5281/
zenodo.5656776. The IBSD dataset is organized: T1 weighted preprocessed 3D MRI scans and
corresponding label files are stored in the main directory. Each label file has .ch.nii.gz extension
with the same filename as the corresponding 3D MRI scan. All the image files are stored in NIFTI
format. The sub-cortical structure labels are numbered in Figure 3.2.

3.2 Segmentation-map Validation

To gauge the level of corrections made by experts on the markings supplied to them, the dice
and Hausdorff distance (HD) between the supplied and corrected labels are calculated. A dice of
0.985 ± 0.112 and HD of 1.073 ± 6.908 is observed. As HD captures the worst-case deviations
between the markings, one can infer that the expert did correct the labels up to as many as 8 voxels.
The Dice value on the other hand is a metric for global assessment as it captures the degree of the
overlap between the supplied and corrected labels. This is not very informative in drawing insights
into the degree of corrections made by the expert. This is because the expert was correcting the
boundaries of structures in the supplied markings.
The data quality of IBSD was checked by doing a comparison with other datasets. This is first done
via a visual comparison of the image and the segmented structures. Next, IBSD data was used to
train and test currently popular non-DL algorithms as well as state-of-the-art DL algorithms which
report results on public datasets. Specifically, segmentation was done with two popular toolboxes
namely the Freesurfer [31] and FIRST, [32]; It was also done with DL methods namely 3D U-
net [33], Residual 3D U-net [34], Dense U-net [35] V-net [36], M-net [13] and the state of the art
ψ-net [14]. The segmentation performance of Freesurfer [31], FIRST [32]; 3D U-net [33], and ψ-
net [14] was assessed on IBSD as well as two other public datasets namely MICCAI 2012 [20] and
IBSR [21] for comparison.

16

https://doi.org/10.5281/zenodo.5656776
https://doi.org/10.5281/zenodo.5656776


3.2.0.1 Evaluation Measures

Two commonly used metrics are used for the quantitative evaluation of the segmentation meth-
ods. These are the Dice Similarity Coefficient (Dice) [37] and the Hausdorff Distance (HD) [73].
Dice helps assess the degree of overlap between the ground truth and computed segments while the
HD helps capture any tendency to over/under segment at a local level by a method. Since these
two metrics help assess the accuracy of a method at a global and local level they are appropriate to
evaluate accurate and spatially consistency of segmentation results. Let A and B be the predicted
segmentation and ground truth respectively. The Dice coefficient is found by computing the overlap
between the computed segmentation result and the ground truth:

Dice(A,B) =
2× |A ∩B|
|A|+ |B|

, (3.1)

Where |A ∩ B| denotes the number of pixels in the overlapping region between computed seg-
mentation and ground truth while |A| + |B| denotes the number of pixels in A and B. The Dice
score varies between 0 and 1, with 0 indicating no overlap or segmentation failure and 1 indicating
complete overlap with ground truth or perfect segmentation.

HD is a spatial distance based metric, unlike Dice which assesses the overlap. HD therefore is
based on computing the Euclidean distance between A and B as well as B and A as follows.

HD(A,B) = max(h(A,B), h(B,A)), (3.2)

h(A,B) = max
a∈A

min
b∈B
∥ a− b ∥, (3.3)

∥ . ∥ is the Euclidean distance. Unlike Dice, HD is not bounded, however, lower values of HD
indicate better segmentation.

Dataset Image Resolution Age Range # of subjects (Male:Female)
# of labels

(total: sub-cortical)

IBSR
0.93x0.93x1.5

or 1x1x1.5 mm3 Juvenile to 71 14:4 43:14

MICCAI2012 1x1x1.25 mm3 18-90 22:13 134:14
LPBA40 2x2x2 mm3 19.3-39.5 20:20 56:6

IBSD 1x1x1mm3 21-30 58:56 14:14

Table 3.1: Broad description of neuroimage datasets (of 1.5 T scans) for segmentation.

Visual assessment of IBSD data

Image resolution and quality have a major role in determining the quality of final manual de-
lineations. The specifications of various datasets such as image quality parameters and subject
information are listed for comparison in Table 3.1. It can observed that IBSD has the highest num-
ber of scans (58+56 = 114) and the best image resolution (1mm isotropic voxel). A sample slice
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Figure 3.3: Visual Comparison of quality of MR image in (first row) and segmentation (second row)
with central slices of the volume

image from 3 public datasets (LPBA40, IBSR, MICCAI 2012) and IBSD is shown in Fig. 3.3. The
IBSD image is seen to be visually similar in the MICCAI 2012 dataset due to the similarity in image
resolution, though with better contrast.

Validation of IBSD via automatic segmentation

Validation of IBSD was done using two types of automated segmentation algorithms, namely
those based on traditional machine learning and DL. If DL methods demonstrate good segmenta-
tion performance then it can be inferred that the size of the dataset and image quality are good as
these DL methods are data driven.
The performance figures of two commonly used conventional segmentation tools, namely the Freesurfer
[31] and FIRST [32], are presented in TABLE 3.2 while those for DL-based methods are presented
in Table 3.3. The Nucleus Accumbens (Label 1-2) is significantly smaller than others which affects
the automatic segmentation performance. So, the performance excluding Accumbens’, i.e. only for
labels 3-14, is also reported in TABLE 3.2 and 3.3.
A six-fold cross validation was done to assess the DL methods by splitting the 114 volumes into
six folds with 19 images in each; of these, four folds were used for training, one fold for validation
and one for testing. Six different models were thus obtained, tested separately and the performance
scores were averaged and reported for each segmentation method.
When one compares the results in Table 3.3 with those for non-DL methods in TABLE 3.2, it is
apparent that the DL methods outperform the non-DL methods. Among the DL methods, the Dense
U-net shows the best performance on IBSD, with a 14% improvement in Dice and nearly 100%
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improvement in HD over the best non-DL (FIRST) method. Exclusion/inclusion of Accumbens
appears to impact the Dice score but not the HD value as indicated by the figures in the last 2 rows
of the Table. A consistent performance is observed with DL methods (see Table 3.3) using U-net
based architectures on the IBSD dataset as the Dice scores are between 0.87 to 0.88 and HD value
is between 2.9 and 5. This attests to the integrity of the IBSD data.

Label Structure Freesurfer FIRST
Dice HD Dice HD

1 Right Nucleus Accumbens 0.55 ± 0.08 7.14 ± 3.71 0.64 ± 0.09 6.27 ± 3.45
2 Left Nucleus Accumbens 0.51 ± 0.13 8.67 ± 3.37 0.57 ± 0.09 16.26 ± 10.42
3 Right Amygdala 0.66 ± 0.04 5.68 ± 4.7 0.71 ± 0.05 4.9 ± 4.82
4 Left Amygdala 0.67 ± 0.05 4.16 ± 0.8 0.71 ± 0.05 3.76 ± 1.06
5 Right Caudate 0.8 ± 0.03 8.02 ± 2.64 0.79 ± 0.04 5.31 ± 1.38
6 Left Caudate 0.81 ± 0.03 7.83 ± 2.48 0.79 ± 0.05 4.36 ± 1.43
7 Right Hippocampus 0.81 ± 0.03 4.18 ± 0.81 0.8 ± 0.03 3.96 ± 0.89
8 Left Hippocampus 0.77 ± 0.03 5.04 ± 0.96 0.76 ± 0.04 4.78 ± 1.28
9 Right Pallidum 0.77 ± 0.03 4.44 ± 1.2 0.79 ± 0.05 3.43 ± 0.67
10 Left Pallidum 0.69 ± 0.03 4.39 ± 1.19 0.78 ± 0.06 3.04 ± 0.61
11 Right Putamen 0.83 ± 0.03 5.31 ± 1.84 0.85 ± 0.03 4.95 ± 1.98
12 Left Putamen 0.82 ± 0.05 8.54 ± 2.84 0.85 ± 0.03 8.56 ± 2.88
13 Right Thalamus 0.84 ± 0.02 4.69 ± 0.53 0.86 ± 0.02 4.47 ± 0.7
14 Left Thalamus 0.83 ± 0.03 4.75 ± 0.89 0.86 ± 0.02 4.22 ± 0.81

Average of label 3-14 0.78 ± 0.04 5.59 ± 1.74 0.8 ± 0.04 4.65 ± 1.54
Full Average 0.74 ± 0.05 5.92 ± 2 0.77 ± 0.05 5.59 ± 2.31

Table 3.2: Segmenttation performance of Freesurfer and FIRST on IBSD data. The mean Mean±
Standard Deviation values are reported for Dice coefficient and HD.

Segmentation performance comparison with IBSD and other datasets

It is well known that the performance of segmentation algorithms depends on many aspects of
the dataset, such as the number of images in the set, image quality, and structural details. As a final
experiment, three models were trained and tested on two public datasets (IBSR and MICCAI 2012)
and compared with that on IBSD. The obtained results are presented in Table 3.4, with the best
results for each method indicated in bold font. From this Table, it can be observed that training on
IBSD yields the best Dice consistently for all 3 DL methods (last 3 rows), and the lowest HD value
is obtained for 2 of 3 DL methods.
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Table 3.3: Performance of 3D Unet, Residual 3D Unet, Dense U-net and V-net with IBSD data in
terms of dice coefficient and HD with respect to Ground truth. The values are in Mean± Standard
Deviation format
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IBSR MICCAI IBSD

Dice
Hausdorff
Distance

Dice
Hausdorff
Distance

Dice HD

3D-Unet 0.842 ± 0.052 3.52 ± 0.86 0.840 ± 0.047 4.01 ± 1.87 0.865 ±0.023 3.308 ±0.332
Dense U-net 0.846 ± 0.092 3.41 ±1.27 0.864 ± 0.055 3.24 ±1.64 0.877 ±0.022 2.94 ±0.041

ψ-net 0.855 ± 0.074 3.02 ± 0.55 0.875 ± 0.056 2.76 ± 0.72 0.881 ±0.065 4.952 ±1.23

Table 3.4: Free-surfer,FIRST, 3D U-net, Dense U-net and ψ-net performance compared with IBSR,
MICCAI and IBSD data with average dice coefficient and HD(in mm) for 14 sub-cortical struc-
tures.The values are in Mean± Standard Deviation format
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3.3 Brain Atlas for Indian Population

The IBA100 template is an existing brain reference model generated with the IBSD database.
Using 100 brains and corresponding structure maps from IBSD, a brain atlas for the Indian popula-
tion was created. The markings were first transferred to the template space(IBA100 template), and
the co-registered structure markings combined to generate a probability map for each structure. The
constructed structure maps overlaid on IBA100 are given in Fig:3.4.

Figure 3.4: Indian brain template (i.e., IBA100) of the young population together with its Maximum
probability structure maps . Left to right:Axial, Coronal and Sagittal slices

3.3.1 Comparison and Validation

We compared IBA100 with two different population atlases at the structure level, namely, LPBA40
[63] and Chinese2020 [57]. This comparison is motivated by the fact that atlases are popular in auto-
mated structure segmentation [39], [45] and selection of the structure atlas could be important. The
Chinese2020 atlas is labeled by AAL atlas [67], where 45 anatomical volumes of interest (AVOI)
in each hemisphere are marked and the LPBA40 has manual markings for 56 structures. IBA100
has manual markings for 6 structures in 2 hemispheres. Two of these structure pairs, namely, hip-
pocampus and putamen are common with the other 2 population atlases and hence their average
volumes (measured in the respective atlas space) were compared. These averages are tabulated as a
percentage of the total brain volume in Table:3.5. The size of the structures of the Indian population
is more similar to that of the Chinese population. Overall, however, there is a significant difference
in the structure volumes across the 3 atlases. Thus, variation across populations appears to also hold
at the structure level.

Structure IBA100 LPBA40 Chinese2020
L-Hippocampus Volume(mm3) 0.23 0.47 0.37
R-Hippocampus Volume(mm3) 0.25 0.49 0.37
L-Puttamen Volume(mm3) 0.32 0.68 0.39
R-Puttamen Volume(mm3) 0.31 0.66 0.43

Table 3.5: Comparison of volume of different structures in % w.r.t. the total volume from different
population atlases.
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Table 3.6: Comparison of Volume of different structures in the Validation set with different popula-
tion specific structure maps

Structure Expert marking
(mm3)

IBA100 label transfer-Volume
(mm3)

IBA100 vs
Expert marking

(dice)
L-Hippocampus 3280.7±309.9 3214.6±290.1 0.847
R-Hippocampus 3399.5± 220.6 3353.1±227.6 0.862
L-Puttamen 4310.6± 300.6 4272.5±345.2 0.89
R-Puttamen 4215.1± 308.9 4099.5±338.9 0.88

The probability map, created by using the 100 co-registered volumes, is used to create a maxi-
mum probability structure map. The maximum probability structure map registered with each of the
15 validation volumes, and the labels are transfered to get the corresponding labels for the 15 vali-
dation volumes [54]. On the same 15 volumes, we got markings from experts for 2 structure pairs:
Hippocampus and Puttamen. These markings were done by one medical expert and cross checked
by a senior expert. We analyzed whether there is a good agreement between population specific
structure map based segmentation and the expert markings for the 2 structure pair segmentations.
For comparison we used Dice coefficient and volume statistics of two structure pairs- Hippocampus
and Puttamen and the details is given in Table:3.6.
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Chapter 4

A Diffeomorphic Aging Model for Adult Human Brain from
Cross-Sectional Data

Normative aging trends of the brain can serve as an important reference in the assessment of
neurological structural disorders. Such models are typically developed from longitudinal brain im-
age data – follow-up data of the same subject over different time points. In practice, obtaining such
longitudinal data is difficult. We propose a method to develop an aging model for a given popula-
tion, in the absence of longitudinal data, by using images from different subjects at different time
points, the so-called cross-sectional data. We define an aging model as a diffeomorphic deforma-
tion on a structural template derived from the data and propose a method that develops topology
preserving aging model close to natural aging. The proposed model is successfully validated on two
public cross-sectional datasets which provide templates constructed from different sets of subjects
at different age points.

4.1 Introduction

Human brain morphometry varies with respect to age, gender, and population. Since the human
brain changes structurally with age, understanding the normative aging process from structural and
functional images has been of interest both in general and within a specific population. Studies
aimed at arriving at such an understanding, either use a longitudinal or a cross-sectional design for
collecting images of the study cohort. The former is usually difficult as it is challenging to access
a fixed cohort over an extended number of years and scan them repeatedly. A more pragmatic
approach is based on a cross-sectional design where a set of individuals in different age range forms
the cohort. This approach makes it easier to collect scans but their analysis requires a disentangling
of the inter-subject variations from age-related changes which is not straight forward. A more
elaborate treatment of the differences in such approaches can be found in [132].

Regardless of the design, templates play a major role in gaining an understanding of the aging
process and derive a normative standard. Templates are images defined using an appropriate ref-
erence coordinate space. Templates created for the young adult Caucasian population [133, 134]
are the most well known and used, though population specific templates are also gaining atten-
tion [135,136]. In computational anatomy, aging is typically modelled as a continuous deformation

24



of a template image over time [137]. This modelling helps to derive any age-specific template from
the model, develop subject specific growth trajectory and derive direct interpretations from the de-
formation field about the aging pattern. In this work, we propose a method to develop such an
aging model for the adult human brain from cross-sectional data drawn from a specific population.
Aging has been modeled as a time series regression. The time-series regression methods find the
best fit model by minimizing a distance metric, that accounts for deviation of the regression model
prediction with respect to the observations via optimization. One class of approach to time-series
regression finds an optimal deformation path after selecting an initial image [149] and another class
of approach jointly optimizes the metric and the initial image as it updates the selected initial im-
age [138, 139, 144, 150]. Nevertheless, the initial image selection does have a notable influence on
their result when an aging model is derived from cross-sectional data. Methods [140–143,145,146]
are time series regression methods proposed for longitudinal data. The Global template is not rel-
evant here as the same subject scans are considered at different time points. Method [148] also
addresses longitudinal scans albeit from multiple subjects and develops the global aging model but
only for a short age range of maximum 7 years.

In a cohort-based longitudinal study, the variability in inter-subject aging trends can also be high.
This was handled in [151] by considering a tubular neighbourhood for the deformation. Alterna-
tively, a powerful approach is to model individual changes as random effects and group changes
as fixed effects, as demonstrated by Gerig et al. in [200]. This mixed-effects model effectively
separates within-subject variations from between-subject differences, providing a comprehensive
framework for analyzing complex longitudinal data in medical imaging. The spatio-temporal model
suggested in [152] also considers similar variations due to diseased data points in the dataset and
uses partial least squares regression to compute normal aging deformations; this gives modes of ag-
ing and corresponding scores for each subject. It has been reported [147] that a longitudinal change
in signal intensity of different anatomical structures is a good indicator of aging. This has not been
considered in the current work as it is outside the scope of our aging model. A cross-sectional
design allows creation of larger data sets compared to that with longitudinal data. In aging stud-
ies with a cross-sectional design, the inter-subject variability within an age group and across age
groups is disentangled to some extent by developing templates which represent subjects in some
small age interval [154, 155, 178]. Several such template data are publicly accessible even though
the image-sets used for template generation are not publicly available [155, 177, 178].

We are aware of only two reports that explicitly develop an aging model from cross-sectional
data. In the first [157], an image regression approach based on weighted averaging is proposed for
the aging model. In the second [183], the global template is derived from the given template data
and the mapping between each of the template data point to the global template constitutes the aging
model. The consequence of the second approach is that any comparison of a subject image with the
global template space needs two transformations of the subject image; one from the subject image
to the corresponding template data point and then to the global template image. Further, this is a
departure from the notion of aging as a deformation process which acts on a template image [137].
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We argue that an aging model represented by a set of image points developed by smoothly
deforming a template image is more natural than a weighted average of image points in neighbour-
hoods. Hence given cross-sectional data, we explore the use of a diffeomorphic deformation of a
template image as an aging model. In this work, we focus on developing the aging model from
template data. The contributions of this work are: a method to derive i) a continuous aging model
from cross-sectional data covering a long age span and ii) an aging model based on a diffeomorphic
deformation of the global template; this is closer to the definition for an aging model in [137].

4.2 Methods

The proposed method derives an aging model from a given set of cross-sectional data for different
age groups. The aging is modelled as a diffeomorphic deformation of the global structural template
defined from all the images in the given data. The method requires only template data of a cohort
instead of scans of subjects in the cohort as such scans are usually not publicly available.
The proposed aging model has two elements derived from the supplied templates: (i) a structural
template for the brain and (ii) an aging deformation as a function of time defined on the structural
template. The diffeomorphic aging is defined as a suitable deformation of the structural template.
Computing the aging deformation, and mapping it to the structural template are the main steps
of this method. The model derives temporally and spatially smooth deformations to minimize the
effect of cross-sectional variations in the aging deformation computed from the cross-sectional data.
These are discussed in detail below.

4.2.1 Computing the structural template

Template data points are used as input to derive the aging model. Closely and equally spaced
data points, each of them generated from equal number of images is preferred. Let the template data
Ti be the group average of images of subjects whose age is in the ith interval and let us assume that
we have N such data points. As each of the templates is derived from different sets of images, the
template space defined for each set need not be the same and thus the aging path will be different
for each Ti. Finding the common aging path from the unaligned T1, T2, · · · , TN is the challenge
here. The final aging model is defined using a template G constructed from the set of all Tis in the
diffeomorphic space G. The template G is the best structural representation of all the Tis, which is
computed using a non-rigid group-wise registration method called SyNG proposed in [159]. SyNG
iteratively computes the templates that minimizes the average distance from the template to each
of the Tis on the diffeomorphic space G, and the optimal template is G. The distance from this
template to each of the Ti incorporates two aspects; the cross-sectional and aging deformations.
The cross-sectional variations and aging deformations in the data affect G less as it is the template
developed from the whole data covering the entire age range of interest. The template G can be
considered as the global template for all Tis and considering it as the structural template element
in the proposed model avoids biases toward any Ti. All the Tis are aligned to G using an affine
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transformation before developing the model to make it affine invariant. This simplifies the model as
an affine alignment can be done accurately from one template to another or to an image.

4.2.2 Computing the Aging Deformation

4.2.2.1 Assumptions made while computing the aging deformation

In order to compute the aging deformation from cross-sectional data, it is useful to understand
the natural aging process from a physiological/structural perspective.We begin with the assumption
that the data represents a cohort with some homogeneity in brain morphology. It is observed that in
a mature human brain (from approximately 20 years), brain tissue regions shrink and the ventricular
space increases with aging [160–162]. A key implication of this observation is that the deforma-
tion that the brain undergoes with normal aging is spatially and temporally smooth and topology is
preserved as no new structure appears with aging. We can therefore assume that growth-induced
deformation will be the smoothest and the most predictable among other types of spatial (cross-
sectional variation) and temporal (atrophy) deformations. The log-Euclidean framework [163] cov-
ers such less-complex diffeomorphic deformations, and can be used to extract aging deformations
from cross-sectional data. The space of diffeomorphisms is an infinite-dimensional manifold, and
subject-images can be generated by applying a set of diffeomorphisms G on a template image. The
log-Euclidean framework uses the locally Euclidean nature of the manifold to work with diffeomor-
phisms in a computationally efficient manner. This is defined by representing the diffeomorphism
by Stationary Velocity Fields (SVF). Group exponential maps are generally used to compute the
deformation ϕ represented by the SVF v, that is, ϕ = exp(v).

4.2.2.2 Aging deformation modelled by two SVFs

Recall that we already have template data {Ti} and their global representation G. The aging
deformation is the second element in the aging model. As mentioned in before,G does not carry any
information about the aging deformation. Mapping between G and Tis constitutes both aging and
cross-sectional deformations. Therefore G cannot be used directly to extract the aging deformation
from the Tis. We find TM among the Tis that needs the smallest deformation to map to G. TM is
used as a reference data point to compute the aging deformation. The aging deformation computed
with respect to TM can be mapped to G fairly accurately as they are close. The SVFs {vi} that
maps each Ti to G are computed first to find the reference template TM . Let ∥vi∥ be a measure of
the distance between G and Ti. Then the desired TM is the template corresponding to the smallest
norm ∥vi∥. In other words,

TM = Ti where i is such that ∥vi∥ = min{∥vk∥, 1 ≤ k ≤ n}. (4.1)

The deformation exp(vM ) which maps TM to G is used to map the deformation computed with
respect to TM to the common space. In the proposed model, the aging deformation is considered as
a temporal relationship with a consistent trend between subsequent Tis, with TM being considered
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as the reference template. An example of consistent trend is the fluid-filled regions in a mature brain
increasing in size with aging. This temporally consistent aging deformation is derived from the de-
formations between template pairs in the forward (f ) and backward (b) directions. For instance, the
deformations vjf between (TM+(j−1)f , TM+jf ) for j = 1, 2, · · · , (N −M) are the SVF parame-
terizations for pairs in the forward direction. Similarly, the deformations vjb obtained by registering
template pairs (TM−(j−1)b , TM−jb) for j = 1, 2, · · · , (M − 1) are the corresponding SVF param-
eterizations for pairs in the backward direction. The spatial aging trends will be locally consistent
and therefore, composing the forward/backward pairwise deformations can be used to extract the
consistent trends in the deformation with respect to TM in both directions. We propose to do this by
composing the deformations sequentially using the Baker–Campbell–Hausdorff (BCH) formulation
given in Eqn. 4.4 below. This allows compositions of group exponentials to be expressed as a single
SVF. Let the velocity vector field obtained as a result of repeated application of BCH formula on
the forward (backward) deformations be denoted as vjf (vjb). The vector field vjf defines the single
SVF parameterization of the forward deformation from TM to T(M+j)f and vjb defines the same
for the backward deformation from TM to T(M−j)b . These velocity fields are computed from Eqn.
4.2 and Eqn. 4.3 with an initialization of v1f

= v1f and v1b
= v1b .

vjf = BCH(BCH(· · · (BCH(v1f
, v2f ), v3f ), ...), vjf ), j = 2...(N −M), (4.2)

vjb = BCH(BCH(· · · (BCH(v1b
, v2b), v3b), ...), vjb), j = 2...(M − 1). (4.3)

The BCH formula for a pair of forward deformations is given in Eqn. 4.4. Backward deformations
can be computed in a similar manner.

BCH(v(j−1)f , vjf ) = log(exp(v(j−1)f ) exp(vjf ))

= v(j−1)f+v(jf )+
1

2
([v(j−1)f , v(jf )])+

1

12
([v(j−1)f , [v(j−1)f , v(jf )]]+[vjf , [v(jf ),v(j−1)f ]])+· · · = vjf .

(4.4)

Here, [·, ·] denotes the Lie bracket of two vector fields.
It should be noted that since the BCH approximation is valid only for small deformations, in prac-
tice, v(jf ) is divided into n smaller deformations such that

v(jf )

n < 0.5× voxel dimension, and
these smaller deformations are composed iteratively with v(j−1)f to compute vjf . In the proposed
method, the extracted deformation is constrained to be spatially smooth due to the log-Euclidean
framework and temporally smooth since the composing step captures only the temporally consis-
tent trends from the sequential data. For simplicity, the forward aging deformation from TM to TN ,
ϕf = exp(v(N−M)f t) is denoted as exp(vf t) and the backward aging deformation from TM to
T1, ϕb = exp(v(M−1)bt) is denoted as exp(vbt). The computed aging deformations ϕf and ϕb
vary uniformly with time which is not consistent with the natural aging trends whereas the aging
deformation cannot be expected to vary uniformly, for example tissue degradation will be rapid for

28



elderly age range [162]. Hence, a temporal dependency is introduced in ϕf and ϕb to accommodate
any non-uniform changes in natural aging. This step is explained in the next section.

4.2.2.3 Imposing non-uniform temporal variations on aging deformation

Figure 4.1: A schematic representation of the aging model. Included is an illustration of how the
model maps a subject scan at age=61 years to the global space

The aging deformation need not increase linearly in time with respect to TM . Hence we propose
a quantification for the aging deformation (denoted as R) at each time point in Eqn. 4.5. This is
defined in terms of the distance between Ti and TM as in Eqn. 4.5. Here v∗ = vf in the forward
direction and v∗ = vb in the backward direction. Further, vi = vjf for i = (M + j)f and vi = vjb

for i = (M − j)b. With this, let us define

R(i) =
d(T1, Ti)

d(TM , Ti)
=
∥vi∥
∥v∗∥

. (4.5)

Since R(i) is a discrete sequence, whereas a continuous aging trend is of interest, a smooth curve
γ(t) is found by fitting a curve to R(i). In our implementation, a cubic spline fitting was done in
the forward and backward directions for the γ curve. The function γ(t) for t = [t0, tN ], quantifies
the aging deformation at a particular time point with respect to TM . As this deformation increases
in both directions with time, the curve will, in general, have a bilateral increasing trend about the
age point corresponding to TM . An illustration of the proposed method to extract the aging trends
is shown in Fig. 4.1.
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Figure 4.2: TM is mapped to G using exp(vM ), and the path is used to transport exp(vf ) and
exp(vb) to the global template space.

4.2.2.4 Transferring the deformations to the global template space

The deformations captured using Eqn. 4.4 are mapped to the global template space using the
mapping from TM to G, i.e., exp(vM ). The captured deformations on the manifold G are parame-
terized by SVF. In order to transfer the aging deformations to the global template space we use an
existing algorithm [164] for parallel transport. This is explained next.
Let the global template space images corresponding to Tis be Gis. The deformations to be trans-
ported are parameterized by SVFs vf and vb. A schematic of the deformation mapping scheme is
shown in Fig. 4.2. In Fig. 4.2, G′

1 = G ◦ exp(−Π(vb)) and G′
N+1 = G ◦ exp(−Π(vf )). Thus, the

inverse of the mappings from G to G′
1 and G′

N+1 i.e., exp(Π(vb)) and (exp(Π(vf )) gives ϕb and
ϕf respectively. Here ρb = exp

(
vM
2

)
◦ exp(−vb) and exp(Π(vb)) = exp

(
vM
2

)
◦ ρ−1

b . Therefore,

exp(Π(vb)) = exp
(vM

2

)
◦ exp(vb) exp

(
−vM
2

)
, (4.6)

and similarly,

exp(Π(vf )) = exp
(vM

2

)
◦ exp(vf ) exp

(
−vM
2

)
. (4.7)

4.2.3 The aging model

The aging model has three components, G, γ(t) and the SVF parameterization of the transported
forward and backward deformations Π(vf ),Π(vb) respectively. An age-specific template at any
time point t can be computed using the following formula:

T (t) =

G ◦ exp(Π(vf )γ(t)) for t ≥M,

G ◦ exp(Π(vb)γ(t)) for t ≤M.
(4.8)

The aging model implementation has made publicly available in http://dx.doi.org/10.

17632/nw983x225c.1.

30

http://dx.doi.org/10.17632/nw983x225c.1
http://dx.doi.org/10.17632/nw983x225c.1


Algorithm 1 Proposed Algorithm

Input: T1, T2, · · · , TN+1

Result: Aging Model (G, Π(vf ),Π(vb), γ(t))
Step 1: Compute the global template as group mean of T1, T2, · · · , TN+1 −→ G
Step 2: Register G to Ti ∀i ∈ [1...N ] −→ vi
Step 3: Compute the distance di = ||(vi)|| between G and each Ti
Step 4: Find Ti which is closest to G by comparing di values−→ TM
Repeat Step 5 and Step 6 for (T(M+(j−1))f , T(M+j)f ) where j = 1, 2...(N −M)
Step 5: Register each pair (T(M+(j−1))f , T(M+j)f ) using log-demons registration −→ vjf
Step 6: Single SVF parameterization of the composed aging deformation from TM to T(M+j)f )
using Eqn. 4.2 −→ vjf

Repeat Step 7 and Step 8 for (T(M−(j−1))b , T(M−j)b) for j = 1, 2, · · · , (M − 1)
Step 7: Register each pair (T(M−(j−1))b , T(M−j)b) using log-demons registration −→ vjb
Step 8: Single SVF parameterization of the composed aging deformation from TM to T(M−j)b
using Eqn. 4.3 −→ vjb Step 9: vf ←− v(N−M)f and vb ←− v(M−1)b
Step 10: Parallel Transport vf , vb along vM using Eqn. 4.6 and 5.4 respectively −→
Π(vf ),Π(vb).
Step 11: Compute a curve fitting for the discrete function R defined by Eqn. 4.5 using vjf ,vjb ,vf

and vb −→ γ(t)

The entire procedure for comparing aging models is summarized in the flowchart shown in Figure
4.3.
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Figure 4.3: Aging model Creation Pipeline
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4.3 Results

In this section, we report on validation of the proposed model and experiments with the model.
All experiments, barring the one with simulated data, were done on 3D data though only 2D cen-
tral slices from the results are shown for visual comparison. The proposed aging model is affine
invariant, and therefore results were also aligned using affine transformation prior to comparison.
The proposed method to create an aging model was implemented using two cross-sectional template
datasets: (i) Brain Imaging of Normal Subjects (BRAINS) [177] with 7 templates of subjects aged
25-93 years and (ii) Neurodevelopmental MRI Database (Neurodev) [178] with 14 templates of
subjects aged 20-89 years. T1 scans were used in both datasets and more information regarding the
subject scans can be found in [177,178]. Only templates are accessible in these datasets along with
information on the age interval and number of scans of subjects were used to create each template.
In BRAINS, the sampling of the age range is not uniform, particularly at the upper age level, and the
number of scans used for template data creation is less relative to Neurodev. The spacing between
template data is shorter (5 years) and uniform in Neurodev. Experiments done to assess and validate
the quality of representation of the proposed model.

4.3.1 Aging Model

Recall that the proposed aging model has two elements, namely, the structural templateG and the
aging deformation. The aging deformation has three components: the forward aging deformation ϕf
parameterized by vf , ϕb parameterized by vb and the γ function. The proposed model developed
with Neurodev and BRAINS datasets are shown in Fig. 4.4. A direct interpretation of γ(t) plot
does not give much information about the aging trend as it represents the degree of deformation
with respect to G, rather than any of the end point templates. It however does indicate the age point
that corresponds to the reference template TM . In the case of Neurodev this is 67 years and for
BRAINS it is 77 years.

4.3.2 Representation Quality Analysis

Age-specific templates were generated with the proposed aging model using Eqn. 5.2, and were
used for visual comparison to assess the quality of representation. Comparisons are done with natu-
ral aging trends, existing spatio-temporal atlas and the supplied templates used for model creation.

4.3.2.1 Compatibility with Natural Aging

Templates at increasing age points were generated with the proposed aging model to study the
structural change with aging. The BRAINS dataset [177] was chosen to do this experiment as it
covers a longer span at the elderly age end where more changes are expected. Human brain aging
literature [162, 165, 166] indicates that a mature brain undergoes minimal cognitive and structural
changes up to the age of ≈ 50 and more for the elderly, i.e. ≈ 60+. This trend was verified by
computing the intensity difference between the current template and the first (at age 30) template.
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Figure 4.4: The aging model computed with Neurodev and BRAINS datasets

This difference essentially is due to age-induced structural change.
Fig. 4.5 shows the generated sequential templates (first row) and difference between the sequential
templates and the first template (second row). The difference images facilitate understanding the
structural changes with aging. The difference appears to be very low for the first few decades relative
to the last few decades where changes like ventricular expansion occurs. This trend is consistent
with the existing information about natural healthy aging.

4.3.2.2 Growth Trend across Aging Models

Huizinga et al. in [152] proposed a cross-sectional spatio-temporal reference model for repre-
senting aging. This model does not ensure a diffeomorphic aging deformation and the template
space representation of a subject image needs a computationally intensive group-wise registration
with a training set used to generate the model. In contrast, our model requires only one pairwise
registration from a subject to the corresponding age-specific template, derived from the model. The
aging trends observable in the templates derived from our model was compared with those derived
using [152]; the latter templates are available in http://www.agingbrain.nl/ for the age
range of 45-92 years. Templates at the same age points were generated with the proposed method
using the Neurodev dataset.
Fig. 4.6, shows sample 2D slices of templates from [152] in odd numbered rows, along with the ones
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Figure 4.5: The proposed aging model at different time points(first row) along with the difference
image with respect to the initial time point(second row)

derived with the proposed model (from the Neurodev dataset) in even numbered rows, for compar-
ison. The comparison at image-level comparison is not meaningful as the templates are generated
from different data-sets. However, one can observe growth trends. The structural similarity across
rows in a column appear to have similar trends across age indicating growth trend to be consistent.

4.3.2.3 Age-specific Template Assessment

The generated templates with our model were visually compared with the templates given in
the Neurodev dataset to understand how well the model have represented these templates. The
templates for the first and last time points in our aging model have undergone maximum deformation
compared to those at other age points. Hence, such a visual comparison is of interest. The given
templates along with our generated templates are shown in Fig. 4.7 for comparison. The first and last
time points for Neurodev are shown as the first image in each pair, while the corresponding templates
generated by the proposed model are shown as the second image in each pair. As per the proposed
aging model, the template for the first and last time points are maximally deformed with respect
to the template closest to G, i.e., TM . Yet, the derived templates are visually quite similar to the
templates from the two datasets. Thus, the proposed model appears to preserve the structural details
of the given template at each time point. We assessed the interpolation/extrapolation capability
of the proposed model and observed that the derived templates are qualitatively and quantitatively
similar to given templates. Thus, the model is quite robust to missing data.

4.3.3 Aging Model Validation

Model validation was done by analysing the ability of the model to capture natural deformations
and the similarity of model-generated age-specific templates to a set of subject images of same
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Figure 4.6: Correctness of Aging trends captured in the model: Publicly available spatio-temporal
images [152](row 1,3,5) compared with images generated at same time points with proposed aging
model using Neurodev data at different time points(row 2,4,6) Each highlighted row pairs compare
same slices as specified in the figure.
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age. Since our model was derived for a cross-sectional setting, we also studied its performance in a
longitudinal data setting as it is of interest.

4.3.3.1 Topology Preservation

Since diffeomorphic deformations best fit natural deformations, we considered aging related
deformation also as a diffeomorphism. Accordingly, our model is defined on a manifold G of dif-
feomorphisms. It is of interest to verify if an extrapolation of the model generates deformations in
G itself. This was done by extrapolating the aging trend and deriving templates in both younger
and older ages. Neurodev data which covers that age range of 22-87 (reference template age point,
M=77 years) is used for this experiment. The templates from extrapolation in both directions were
generated for this experiment with Eqn. 5.2. Two templates, namely at age 20 and age 100, gen-
erated with the proposed model are shown in Fig. 4.8 along with the Global template. These are
results of extrapolation from the data given in the Neurodev dataset [178]. The topology appears
to be preserved even when the aging model is extrapolated in both directions implying that the ex-
trapolated deformations also belong to G. It can also been that while global similarity (in structure)
exists across age, local deformations persist. For instance, the ventricle is much smaller at age 20
and enlarges with age, consistent with the expected aging trend. The Jacobians of the forward and
backward deformations were verified to be positive valued.

Figure 4.7: Comparison of templates(first image in each pair) given in the Neurodev dataset with
those generated by the proposed aging model(second image in each pair). Only the templates for
the first and last time-points are shown.

4.3.3.2 Validation with Segmentation

A localised assessment, i.e., of few structures, is of interest in many situations. This requires
labeling by aligning the subject image to a labeled template and doing a label transfer. An alignment
process that requires smaller deformations indicates that the template is structurally very close to the
subject image. This will lead to better segmentation. With our age model, this involves only a single
registration step as shown in Figure 4.1 and hence potentially least deformation. This is in contrast
to the steps required when using the model in [183] which requires two registration steps: one to
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Figure 4.8: The central coronal slices of extrapolated age-templates are shown along with the global
template image

transfer the labels from the global template to the template data that is closest to the given subject
age, and a second to transfer the template labels to the subject image. Each of these registration
steps can contribute to error in labeling in addition to the structural dissimilarity of template and
subject image. An experiment was done to quantitatively compare the accuracy of labeling using
the proposed method and with [183]. From MICCAI 2012 dataset [167] 35 subject images in 18-90
age range along with the ground truth labels were used to perform the comparison. The templates
corresponding to the subject ages outside the range [22-87] years, were constructed by extrapolating
the proposed aging model. The accuracy of label transfer from a template is highly influenced by
the registration method and the global template labels being used. For a fair comparison, both
models were developed with Neurodev [178] templates and the labeled G was taken to be identical.
Both methods used DRAMMS-based registrations [168] with identical parameters for label transfer
steps. The Dice score was used for assessing the segmentation accuracy.
Figure 8 shows the dice scores and volume comparison for 14 sub-cortical structures for our model
and [183]. Results of direct label transfer from [136] and G are also included as baseline as [136] is
the atlas used to label G and that labelled G is used by proposed method and [183] as starting point.
It should be noted that in [183] a manually labeled G is used unlike our case. It can be observed
that in terms of dice and volume the proposed model performs better than both baseline methods
and [183] for large structures. Whereas for small structures the label transfer from G performs
better than the rest three. The proposed model’s better performance in label transfer is due to its
ability to generate accurate age-matched (to the subject) template unlike [183] which only allows an
approximate age match along with an extra registration step. The p-values computed between dice
values with our method and with [183] was less than 0.05 for all structures except left Amygdala.
From the visualized segmentations, the results of our aging model are closer to the ground truth and
smoother (less spikes and missing pixels) compared with [183].
The segmentation performance of the proposed model and [183] were found to be different for the
2 datasets. A 10% improvement in average dice score is achieved with the proposed model with the
Neurodev dataset while this figure is much higher for [183]. This indicates the superior robustness
of the proposed aging model to change in sampling of the age range.
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Figure 4.9: Segmentation performance comparison of proposed method with [183], Labels trans-
ferred from G and Labels transferred from [136]. The average dice (first row) and volume (second
row) are plotted for 14 structures. lllustration of the transferred segmentations in last row

4.3.3.3 Validation with Simulated Longitudinal Data

The proposed method was aimed at handling cross-sectional data. In order to understand how
the model would handle longitudinal data, an experiment was done using simulations as longitu-
dinal data is unavailable. The Shepp-Logan phantom was used for this purpose and the deformed
phantoms were generated as follows. A few locations on the image were chosen and each selected
point and its neighborhood were displaced in X and Y directions; the displacement value was sam-
pled from a Gaussian distribution. The degree of deformation is controlled by the parameters of the
Gaussian. A set (S) of fifty randomly deformed phantoms were taken (to simulate a cohort) and five
copies were made. Deformations with increasing degree was applied on these five copies to simu-
late aging of different subjects. The five sets thus form our longitudinal data. For each of the five
sets a template was computed separately using the method suggested in [170]. The templates were
then used as inputs for the proposed model to generate templates at different age points. These were
then compared against the deformed versions of the Shepp-Logan phantom (proxy ground truth).
Sample images generated by applying the simulated deformations on the Shepp-Logan phantom are
shown in the first row of Fig. 5.3. This forms the ground truth. The template images derived with
the proposed model are shown in the second row. The images in the 2 rows appear to be very similar
to each other at the same time points. The template images generated with the proposed model and
corresponding γ curve is also shown in the same figure. The degree of deformation in the simulated
deformation is uniformly increasing with time and hence it can be expected that the γ curve will be
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symmetric with respect to mid-time point. We see that, in Fig. 5.3, is indeed true. The proposed
model captures the applied deformation without much errors from the simulated longitudinal data.
TER

Figure 4.10: Aging model for a simulated longitudinal dataset. A - First row: Deformed images
with known transformation and second row: images generated with the proposed model, for the
same time points (as in the first row) and last row: the MSE and SSIM of first and second rows; B -
The γ curve of our aging model and C - Some sample images used in S

4.4 Discussion

Cross-sectional images at different age points are easier to acquire than that of the same subject.
This motivated us to develop a method to generate an aging model using cross-sectional data. The
aging model is based on continuous deformation applied to a template. Experimental results show
that our aging model can be used to generate templates at different time points in a manner that is
consistent with the natural aging trend observed by other studies; it preserves structural details of
the supplied templates and generates topology-preserving aging deformations.
The proposed aging model has a few limitations. Firstly, it is applicable only for matured brain
growth where no new brain structures are introduced. The quality of the proposed model is com-
pletely dependent on the data. Consequently, the number of scans in each age interval needs to
be large to generate the template data that are representative of the cohort/population under study.
Though the definition of ‘large’ remains open, current studies have typically used 20 or more scans
at every interval. Secondly, while the model reduces the effect of cross-sectional data induced
variations in the aging deformation, there is no formal proof as yet that it completely removes the
cross-sectional variation. Finally, the proposed aging model defines a single average growth path
and does not attempt to model the cross-sectional aging variations.
Since the proposed model works only to obtain a mean aging path, future work can be a refinement
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in terms of defining the aging model as a distribution of paths about the average path. The basic
requirement to develop such a model however, is the availability of scans at different age points, not
the templates alone. Our current work is directed at developing a public database for this purpose
with subject scans at different age points.
The spatio-temporal smoothness and consistency are assured in the proposed model to make it
closer to natural aging. The model has the potential to be used for clinical purposes. Currently
population specific aging trends are of interest and this can be generated with the proposed model
with less efforts. The code to generate proposed the aging model has made publicly available in
http://dx.doi.org/10.17632/nw983x225c.1.
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Chapter 5

A Metric to Quantify Difference in Aging across Populations

Biological processes like growth, aging, and disease progression are generally studied with
follow-up scans taken at different time points, i.e., with image time series (TS) based analysis.
Comparison between TS representing a biological process of two individuals/populations is of in-
terest. A metric to quantify the difference between TS is desirable for such a comparison. The two
TS represent the evolution of two different subject/population average anatomies through two paths.
A method to untangle and quantify the path and inter-subject anatomy(shape) difference between
the TS is presented in this work. The proposed metric is a generalized version of Fréchet distance
designed to compare curves. The proposed method is evaluated with simulated and adult and fetal
neuro templates. Results show that the metric is able to separate and quantify the path and shape
differences between TS.

5.1 Introduction

Studying natural processes such as growth, disease progression, and other physiological pro-
cesses often requires imaging at different time points, thus generating an image time series (TS).
The images in such TS typically represent a deforming organ of an individual or population average
anatomies derived to represent the general trend of a process. Modeling the TS as a continuously
deforming image/shape though a temporal path [139,149] helps to directly analyze the deformation
happening in the anatomy with time [137]. However, it is a fact that anatomy and the biological
process vary across individuals. When two TS are of individuals from the same population, it is
presumed that there is anatomical (or shape) similarity, and for a population-level analysis with a
group of TS, the focus is on understanding the path difference directly or by mapping to a common
space [82]. For a pair of TS, both shape and path difference will significantly contribute towards
the difference between them, and it has to be captured by a metric that defines the distance between
them. It is more interesting to study these separately when comparing two population average TS.
Let us consider an analogous problem to understand the requirement of such an analysis better.
Consider the growth of two chilies represented by two TS. Each chili will have a unique shape that
changes as it grows. Chilies of the same variety will be similar in shape, whereas those of differ-
ent varieties will not, as in the case of long versus round chili varieties. Consequently, comparing

42



the growth of two long chili varieties requires only understanding the course of temporal variation,
whereas comparing the growth of a round variety and a long variety chili also requires accounting
for the basic shape difference between the two varieties. We define the shape variation between TS
to represent the time-independent variation between the TS pair and the path variation to represent
the time-dependent variation between TS. This work proposes a method that separately quantifies
the shape and path variation to define the distance between two TS.
Image similarity metrics such as SSIM and MSE are popular for image-level comparisons. They
are inappropriate for image TS because they fail to quantify spatial and temporal differences sep-
arately. The terminology ’path difference’ is generally used to compare two 1D curves, where the
initial points in both curves are assumed to be the same. Hausdorff distance [73] is a common met-
ric to measure the distance between two curves, but it does not consider the course of the curves.
Dynamic time Warping [75] aids in comparing two trajectories of different speeds, but it is also
a discrete measure. Fréchet distance [80] is the standard for comparing two continuous curves or
paths. The idea of Fréchet distance is defined in [80] as the minimum leash length when a person
walks with a dog on a leash forward, from start to end. In image TS representing biological pro-
cesses, the spatial context is as important as the temporal variation, but Fréchet distance (FD) [72] is
not designed to handle these directly. In general, none of the existing methods for curve comparison
are directly applicable to compare and quantify 3D image TS differences.
3D-image-based qualitative and quantitative comparison of biological process in the existing lit-
erature is limited to characteristics like cerebral volume and dimensions of the brain, which are
derived from each TS [76, 184, 194, 195]; this translates to image level comparison for 3D image
TS. Such analysis, however, will not help to separately compare the shape variation and path vari-
ations. Measures like changes in volume and structure/organ dimensions have been reported but
cannot capture the non-rigid anatomical changes. For instance, growth trajectories have been com-
pared in [82] to study the difference between the human brain in healthy/normal individuals and
those with Alzheimer’s disease by first mapping the trajectories of two groups of individual follow-
up scans to a common space in [82] and then performing a volume change analysis. Such methods
are useful for case-specific group analysis, but a metric that defines the distance between two TS
will facilitate a more general analysis framework.

5.1.1 Our Contribution

The main contribution of this work is a metric for comparing a pair of TS, which considers
both shape and path variations. To our knowledge, this has not been addressed in the context of
group analysis. We propose a metric to quantify path variation inspired by the idea of FD for
curves because FD considers the course of the path, unlike other measures, and defines a single
metric to quantify the path variation. We also propose a metric to quantify shape variation based on
the deformation-based distance between the shapes of the individual TS. Proposed shape and path
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distance metrics are defined for every point in 3D space. The sum of the average shape and path
distances quantifies the difference between the two TS.

5.2 Method

TS data corresponds to either an individual anatomy variation or average population anatomy
variation with time. Henceforth, the term ’subject’ is used generically to refer to both an individual
or a population average. It should be pointed out that affine invariant, intensity normalized image
TS are considered in this work as these factors are separately quantifiable.

5.2.1 Assumptions

Let TS1 and TS2 be two TS acquired from two different subjects for approximately the same
time range at different/same time instances. I.e., the two TS are aligned with respect to each other
in terms of time. The foremost challenge in TS comparison is the discrete nature of the TS. We
propose to overcome it by deriving continuous models corresponding to each TS as a first step.

5.2.2 Deriving continuous representation of TS

A natural process in the human body can be considered as a deformation happening on the un-
derlying anatomy [137]. When images are acquired from the same subject, the TS is modeled as an
anatomy deforming through a path. Kernel-based regression [77] is another modeling option which
however does not separately model the path and the underlying anatomy. Since the purpose is to
separately quantify the difference in terms of shape and path variation between two TS, we choose
a path-based modeling approach such as [179] where the TS is modeled as the continuous defor-
mation of a global anatomy. The global anatomy (G) lies around the middle of the time interval
and hence a forward(exp(vf · γ(t))) and backward (exp(vb · γ(t))) time-varying deformation of
G models the continuous image path, where γ represents the temporal changes of the deformation.
The 2-piece path modelling helps to match the time interval of the two TS via extrapolation of the
model towards the required time points as shown in Figure 5.1. To model the continuous image path
with [179] the G has to be generated first. The type of the TS being used for comparison has to be
considered to derive the G.
For Cross-sectional data based population comparison, [179] can be followed to derive the contin-
uous image path. This model is applicable for population average TS derived from cross-sectional
data. The global anatomy (G) in [179] represents the anatomy that normalizes all inter-subject vari-
ation and the temporal variation. If the TS is longitudinal data then G generation is not needed as
the same subject is being scanned. Hence, select a central image in each series and the forward and
backward time deformation of the central image models the TS. Except the G generation, the other
steps will be same for longitudinal data.
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The derived representation of TS1 and TS2 with [179] are I1(t) and I2(t) as given in Equation 6.1-
5.2. G1 and G2 represents the global anatomy in the continuous models of TS1 and TS2. It should
be noted that, ∗ corresponds to f and b subscripts throughout this chapter, where f corresponds to
forward and b to backward. The v∗1 · γ1(t)) and v∗2 · γ2(t)) corresponds to forward/backward path
representations in the models correspond to TS1 and TS2. The global anatomies G1(G2) occurs at
m1(m2).

I1(t) =

G1 ◦ exp(vf1 · γ1(t)) for t ≥ m1,

G1 ◦ exp(vb1 · γ1(t)) for t ≤ m1.
(5.1)

I2(t) =

G2 ◦ exp(vf2 · γ2(t)) for t ≥ m2,

G2 ◦ exp(vb2 · γ2(t)) for t ≤ m2.
(5.2)

5.2.3 Temporal alignment of the continuous representations

The models are derived separately for each TS as given in Equation 6.1-5.2. The G1 and G2

occurs at m1 and m2 respectively. To temporally align the two models the global anatomies has to
be moved to the same time point. Then the models can be reformulated with new global anatomies
G′

1 and G′
2 at (m1 +m2)/2. Suppose m1 < (m1 +m2)/2 and m2 > (m1 +m2)/2. Then G′

1 and
G′

2 are given by Equation 5.5 and 5.4 respectively.

G′
1 = G1 ◦ exp(v∗1 · γ1

(
m2 −m1

2

)
) (5.3)

G′
2 = G2 ◦ exp(v∗2 · γ2

(
m1 −m2

2

)
) (5.4)

The updated deformations are given by Equation 5.5 - 5.8. In order to relocate the G1 and G2 to
(m1+m2)/2, the deformations has to be updated. Composition steps are required to map part of the
forward or backward deformation towards the other side to keep global anatomy at (m1 +m2)/2.
The updated deformations are given by Equation 5.5 - 5.8.

Vb1 = vb1 − vb1γ1

(
m2 −m1

2

)
(5.5)

Vf 1 = log

(
exp(vf 1) ◦ exp(−vb1γ1

(
m2 −m1

2

)
)

)
(5.6)

Vb2 = log

(
exp(vb2) ◦ exp(vb2γ2

(
m1 −m2

2

)
)

)
(5.7)
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Vf 2 = vf 2 − vb2γ2

(
m1 −m2

2

)
(5.8)

Equation 5.6 and 5.7 are computed with BCH formulation. For two deformations modelled with
SVFs va and vb, the composition of the two deformations is derived as given in Eqn. 5.9. This
approximation is done with the assumption that vb is very small. Hence proposed method will work
only if the TS is from approximately the same time interval.

log(exp(va) ◦ exp(vb))

= va + vb +
1

2
([va, vb]) +

1

12
([va, [va, vb]] + [vb, [vb, va]]) + · · · (5.9)

The γ1 and γ2 has to be recomputed by fitting a smooth spline curve on their old values and
new values around t = m1+m2

2 . Let the new fitted γs be γ′1 and γ′2. The continuous models is
extrapolated /truncated to the same time interval before comparing the two. Figure 5.1 shows the
steps to be followed to derive the continuous temporally aligned, range compensated continuous
models from the TS., which are used to compute the distance between the pair of TS.

Figure 5.1: A) Temporally aligned TS1, TS2, B) Continuous image paths I1(t), I2(t) C) Temporally
aligned paths with extrapolated deformation(red curve)

5.2.4 Computing the shape and path distance

5.2.4.1 Shape distance:

In the continuous models for the two TS, S̃I and S̃J represent the shapes corresponding to
TS1 and TS2, respectively, at the same time point. Hence, the deformation between the S̃I and
S̃J captures the shape variation ϕS between the two TS. Since the deformation is modeled as
ϕS = exp(VS), with VS representing a stationary velocity field, the norm of this vector field
can be directly used to quantify the deformation as given in [96]. The shape distance (ds) between
TS1 and TS2 is hence defined as

ds = ∥VS∥ (5.10)
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5.2.4.2 Path distance:

Our aim is to enable the comparison of a pair of TS on a common interval [ta, tb], which can
be flexibly selected. Extrapolation or truncation may be required, depending on the selected time
interval.

Figure 5.2: Shape(ds) and path(dp) distance computation

The path distance is defined as the maximum distance between the two paths over the chosen
interval at each spatial location. When the two TS are modeled with one shape, then the only
distance between the TS will be the path distance (dp). When the shapes differ, then the distance
between the paths has to be computed after accounting for the shape distance between the two
TS. We therefore force ds = 0 by mapping the paths to either S̃I or S̃J via parallel transport.
Specifically, if we consider S̃J as the reference to define the shape and path distance, the paths
ϕ̃I1(t) and ϕ̃I2(t) are transferred to S̃J via parallel transport [164] through VS to get ϕ̃I1(t) and
ϕ̃I2(t). The J(t) paths ϕ̃J1 (t) and ϕ̃J2 (t) and the transferred paths are defined on S̃J . A schematic for
computing the path distance as described is shown in Figure 5.2.
Let the distance between the transferred paths of a TS and the paths of another TS (see Fig.5.2) be
denoted as {d1(t), d2(t)} where d1(t) corresponds to the distance in [ta,m] and d2(t) corresponds
to the distance defined in (m, tb]. Since the path is modeled with vector fields v · γ(t), the norm of
the difference between the vector fields in I(t) and J(t) models can be used to compute the path
distance d∗(t) as follows.

d∗(t) =
∥∥vI∗ · γI(t)− vJ∗ · γJ(t)∥∥ (5.11)

The net difference between the paths has to be finally quantified. We follow the FD formulation for
this purpose. Outliers are known to occur in FD. In the current case, since d∗(t) is a continuous
smooth function in time the chance of outlier-caused errors is minimal. The maximum distance
max d∗(t) in t = [ta, tb] at each spatial position is computed first. The distance, max d∗(t) is
not defined on S̃J , hence it is transported to S̃J via ϕ̃I∗(t) to get max {d∗(t)}tbta . In Figure 5.2 dp
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corresponds to path distance, and it is defined as

dp = max {d∗(t)}tbta (5.12)

Finally, the total distance D between the two TS (D) is defined as the sum total of shape (ds and
path (dp variation.

D = ds + dp = ∥VS∥+
∥∥∥max {d∗(t)}tbta

∥∥∥ (5.13)

Both shape and path distances satisfy the distance properties; hence, D also defines a distance that
satisfies all distance properties. As d∗(t) is spatially and temporally smooth the max operation will
not add outlier issues in the final distance.

5.3 Results

A variety of experiments were done to validate the proposed method. We believe the proposed
method is the first attempt towards separating the shape and path distance between two TS. Hence,
bench-marking was not possible.

5.3.1 Implementation Details

If the TS under consideration is longitudinal data, then shape S can correspond to any point in
the TS, as the same subject is scanned at different time points. If the TS ithe s population average
image (i.,e. a template) at each time point, then S is found by averaging all samples in the TS. Now
S represents the anatomy that normalizes all inter-subject and temporal variation. In both cases, an
S is not preferred to lie at the end of the time range. This constraint in modeling helps to perform
time range matching of the two TS. It also demands a two-piece path modeling which is helpful in
handling a complex path as a diffeomorphic deformation.

5.3.2 Simulated data-based experiment

In order to understand how well the proposed method separates and quantifies time-dependent
and independent distances, a simulation experiment was done with three sample TS pairs which
were constructed by deforming a Shepp-Logan phantom with simulated path and shape deformation
as shown in the first column of Figure 5.3. The first set of TS (rows 1-2) was constructed such that
they differed only by shape, while the second set of TS (rows 3-4) was constructed to differ only by
the path, and finally, the last set of TS ( rows 5-6) was constructed to differ in terms of both shape
and path. To generate the second set (rows 3-4), two mutually inverse paths were constructed using
the path deformation on the phantom image. The third set (rows 5-6) was constructed with different
source images; one was the original phantom image, and the other was the shape-deformed phantom
image. Inverse paths were applied to these images to construct the TS pair. The last column in Figure
5.3 displays a heat map for each set of the computed shape(ds) and path(dp) distance values. For
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the first set, the path variation is negligible, and shape variation is maximum and vice versa for the
second set. For the last pair of TS, both shape and path variations are observed. This observation is
in line with the expected results. Hence, this experiment validates the proposed method’s ability to
separate the time-dependent and independent distances between a pair of TS.

Figure 5.3: Shepp Logan-based validation of the proposed method to quantify the path distance.
Column 1: phantom and the deformations fields for shape and path Column 2: three sets of TS used
in the validation; column 4: Shape and path distance maps

5.3.3 Aging data-based experiment

The second experiment is with real data. The intended application domain of the proposed
method is biological processes and their comparison, specifically the structural variations over time.
This comparison can involve solely healthy individuals drawn from different cohorts or a cohort
with both healthy individuals and those with a disease condition. We selected three case studies
where the proposed method has potential application: healthy fetal growth, adult aging across pop-
ulations, and Alzheimer’s progression.
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Case1: Fetal growth comparison - In this experiment, the focus is on the structural variations
associated with fetal growth. Fetal templates of Caucasian (CRL database [81] ) and Chinese (FBA
database [135]) populations were considered for this purpose. Scans of subjects aged 23-35 weeks
were used for both populations. As both the TS were well sampled, the intra-population TS were
generated in the same manner as in the previous experiment. A few sample points of the two TS
are shown in (Figure 5.4 A - row 1). P1a and P1b constructed from Causian(P1), and P2a vs P2b
constructed from Chinese(P2). Two intra-population cases (P1a vs P1b, and P2a vs P2b) and one
inter-population (P1 vs P2) case were compared.
If we examine the shape distance maps (Figure 5.4 B), we observe that the inter and intra shape dis-
tances are less significant compared to corresponding path distances. Specifically, while there are
high values/ bright spots in the path distance maps for the inter-population case, there are no signifi-
cant bright spots for the intra-population case. This implies that the major cause of difference across
the TS is the temporal changes. In (Figure 5.4 C), average d∗(t) values were computed and plot-
ted over time to compare these variations in fetal development between inter- and intra-population
TS pairs. In both scenarios, we analyze the growth patterns over time, with path distance solely
representing the temporal differences associated with the two-time series. From (Figure 5.4 C) we
observe that in both cases, the path distance is a monotonically growing function. The variation in
growth patterns within the Chinese and Caucasian populations (the red and blue curves) are seen to
be similar. However, the path distance between Chinese and Caucasian fetuses can be seen (in the
pink curve) to be larger as the fetus grows.
Observations from all the plots confirm that inter-population differences are more pronounced, pri-
marily due to growth disparities, and these differences consistently increase over time.

Case 2: Adult aging comparison - This experiment focuses on aging trends across adult pop-
ulations. The aging process and brain anatomy are expected to vary across two different popu-
lations [76]. Hence, it is generally expected that inter-population distances will be greater than
intra-population distances. However, it should be noted that in a cross-sectional experiment with a
small sample size, it is not realistic to expect an intra-population distance of zero. Datasets drawn
from the Caucasian (Neurodev [78]) and Japanese (AOBA [94] populations were used for the inter-
population study in this experiment. The age range of subjects was 22-87 years for the former and
25-75 years for the latter. An intra-population TS pair was also constructed from the Neurodev data
by sampling the data at odd (P1a) and even (P1b) time indices. This was possible because Neu-
rodev templates are densely sample at 5 year-intervals, whereas AOBA templates are only available
for every decade. Hence, intra-population analysis was not done with AOBA. The time interval con-
sidered for analysis was 30-70 years, as the time ranges differ for the two TS. Sample time points of
each TS considered in this analysis are shown in (Figure 5.5 A). The 3D visualization of shape and
path distances are shown in (Figure 5.5 A) in three canonical planes(middle slice of the volume)
for a better understanding of the spatial distribution of the distance. It can be observed that both the
shape and path distances are smaller (i.e., in the blue range) within a population relative to across
populations; this inter-population difference appears to be primarily due to the path difference rather

50



Figure 5.4: Fetal growth study results. A) Samples of population average templates for the Cau-
casian and Chinese populations are shown in rows 1-2 and the average distance plots for the intra-
(P1a, P1b ) and inter-populations (P1 vs. P2) are in row 3; B) Validation results. The temporal
plots for white matter (WM)/Brain volume ratio are shown for each quadrant. The double-sided
arrow represents the distance across the curves; C) Temporal variation in path distance for inter-
and intra-population.

than the shape difference. In addition to this comparison, we have computed the geodesic regressed
paths [179] and plotted the Mean Squared Error (MSE) between the regressed images at each time
point for both inter-population and intra-population regression paths in (Figure 5.5 B). It is evi-
dent that the inter-population difference (P1 vs. P2)) is higher relative to intrapopulation (P1a vs.
P1b); this observation is consistent with the patterns seen in the heatmaps derived with the proposed
method. However, the MSE plots in (Figure 5.5 B) do not provide detailed insights. In contrast,
the distance maps shown in (Figure 5.5 A) are richer as one can discern both the fundamental shape
variances between the two populations and the aging-related disparities. Moreover, by pinpointing
specific spatial locations, we can identify which regions of the brain are particularly differently ag-
ing across populations.
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Figure 5.5: Validation results on TS of templates of adults from two different populations. Sample
time points of TS considered for the experiment are shown in 1-2 rows. Row 3-4 shows the 3D vi-
sualization of the distance between two TS for intra-population (P1a vs. P1b) and inter-population
(P1 vs. P2).

Case 3: Alzheimer’s Disease Progression vs. Normal Aging - Our proposed strategy proves use-
ful when progression of Alzheimer’s disease (AD) in an affected individual is to be assessed with
reference to a normal individual over a specific period. Two causes of structural difference emerge:
first, the inter-subject variation discussed earlier, and second, the disparity in aging-related struc-
tural changes due to AD vis a vis normal aging. We consider two normal subjects (subjects 1 and 2)
and one AD case (subject 3) over a six year-span from [85] at fairly short intervals of 78-83 years
and 78-82 years from the same population. Sample slice images are shown in (Figure 5.6 A) for the
3 subjects. The dataset from where these scans were drawn provides ground truth for AD progres-
sion and normal cases based on information of amyloid-beta deposition and tau pathology alongside
image-based neurodegeneration. The rate of enlargement of the fluid filled region and atrophy of
hippocampus tend to be accelerated in AD compared to the normal aging process. This rapid pro-
gression is a key characteristic of the neurodegenerative nature of the disease. Hence, segmentation
and volume quantification of fluid-filled regions (CSF) and the hippocampus can help differentiate
AD progression from normal brain aging. We utilized FSL software, for the segmentation of both
CSF and hippocampus in both hemispheres. The volumes are plotted against age in (Figure 5.6 B).

It is challenging to distinguish the AD case (blue line) from the normal cases (red and pink lines)
based on these plots as the hippocampal volume plot for the Normal 2 case is closer to the AD case
while the CSF volume is much higher than both AD and Normal 1 case. The higher volume of CSF
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Figure 5.6: Case study of aging in healthy and AD subjects. A) The middle axial slices from a
3D scan are shown for the three subjects who underwent follow-ups during the same timeframe.
Subjects 1 and 2 are healthy, while subject 3 has AD. Subject 2 has larger ventricles (dark region
within the red ellipse) than the other two subjects. B) Hippocampus (top) and CSF (bottom) volume
Plots for all three subjects

for Normal 2 case, relative to the other cases, is consistent with its enlarged appearance (enclosed
by red ellipse) in (Figure 5.6 A). Segmentation accuracy affects the volume-based interpretation.
Hence, the problem lies not with the inadequacy of volume measures to identify disease condition,
but rather with their lack of precise capture which is another challenging problem in neuroimage
analysis.
Now, let us see how the proposed method helps to identify AD progression. (Figure 5.7 A) repro-
duces the MRI slices shown in (Figure 5.6 A) for convenience in explaining this experiment. (Figure
5.6 C) shows the path distance plots for normal vs normal as well as normal vs AD cases from 78
to 83 years. The path distance curve for normal vs AD cases grows rapidly after 80 years due to
aging and the effects of AD-related atrophy. The path distance curve for normal vs normal is lower
after 80 years and shows a marginal and smooth upward trend, as the common cause of temporal
variation now is healthy aging.
Next, we turn to the spatial distance maps to illustrate the insights they provide. The time-independent,
inter-subject structural variability is not directly linked to disease or normal conditions. Neverthe-
less, the inter-subject shape distance variations highlight the proposed method’s usefulness in spa-
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tially locating inter-subject anatomy differences. Specifically, one can observe from the MRIs of
subject 1 and subject 2, the dark structures indicated by the red arrows (Figure 5.7 A - row 1,2),
exhibit a consistent structural difference at all time points, i.e. it is a time-independent difference.
Our proposed SD captures this as a bright spot in the corresponding location on the heatmap shown
in (Figure 5.7 B - left, top row). Similarly, if we consider the folded regions pointed by pink arrows
in the MRIs of subject 1 and subject 3 (Figure 5.7 - A row 1,3), there is a structural dissimilarity
that is consistent over time. This is also captured as a bright spot in the corresponding location on
the heatmap (Figure 5.7 B - right, top row). These are two sample positions, and this observation
holds for other regions as well, i.e., any existence of structural difference /similarity in a region,
which is consistent over time, will be reflected in the shape distance maps as bright/dark spots in
the same location. In general, inter-subject anatomical variation is inherently random due to unique
developmental factors. As SD heatmaps reveal the spatial variation in the SD values, more intensive
variations are observed in cortical regions (outer boundary).

Figure 5.7: Distance map-based analysis of healthy and AD subjects. A) Middle axial slices from
a 3D scan for three subjects repeated from (Figure 5.6 A) ; B) Shape and path distance plots. Here
arrows pinpoint to regions with consistent variation across time within the time series and corre-
sponding shape distance maps; C) Path distance plot illustrating the variation in path between two
normal aging subjects and between a normal aging subject and an individual with AD.

5.4 Discussion and Conclusion

A metric that enables disentangling of the shape and path variation and helps quantify the differ-
ence between a pair of TS is proposed in this work. The proposed metric is an affine invariant and
time interval mismatch-compensated metric. The idea of shape variation in the proposed metric is
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more relevant when the TS under consideration are from cohorts from different populations. As the
course of the path is considered in the quantification of the path variation, the intra-population TS
path variation can be analyzed. For example, one can study the path difference in the growth pattern
among the elderly (50-80 years) versus the young (20-50) within a population. This was done in our
second experiment, and the distance for Caucasians was found to be 1.8, while it is 1.4 for Japanese.
This suggests that the temporal variations are faster in Caucasians than in Japanese after adulthood.
Whereas the difference across populations is much lower for the fetal brain. Such analysis opens up
the opportunity to better understand the reason behind such trends from young to elderly and across
populations. The main goal of longitudinal data-based group analysis is to understand the general
trend. Our work enables approaching the problem via a joint statistical analysis of 4D data (TS of
3D images). A metric to quantify the distance between a pair of TS can also help derive an average
TS model from a set of TS as done for 1D-3D objects. There are some limitations with regard to
the proposed metric. It cannot handle large temporal mismatches. Further, the metric accuracy is
totally dependent on the accuracy of the computed deformations. This is relevant to inter-subject TS
analysis registration in this scenario is generally error-prone that too for a complex structure such
as the brain.
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Chapter 6

Indian Brain Aging Data Acquisition and Inter-Population Aging
Comparison

Understanding distinct neurological aging patterns across various populations is vital in the con-
text of a globally aging populace. This study aims to explore structural variations in the aging
brain across diverse ethnic backgrounds. We introduce an elaborate framework for analyzing such
structural variations across aging in different populations, evaluating it with a sample dataset from
Indian, Chinese, Japanese, and Caucasian groups. The analysis involves a two-pronged approach
applied to MRI data.
Initially, a group analysis was performed involving tissue segmentation through FSL-FAST, ex-
amining gray matter (GM), white matter (WM), and cerebrospinal fluid (CSF). Subsequently, a
continuous model-based analysis was employed, defining aging as a diffeomorphic transformation,
which facilitated a detailed intra- and inter-population analysis, and examined both global anatomy
and age-dependent distances of each population in comparison to the Indian population. This anal-
ysis framework enables us to derive information about various aspects of aging related structural
changes both qualitatively and quantitatively. For example, the analysis revealed distinct aging tra-
jectories in the different populations with relative changes in onset of GM reductions and ventricular
expansion. Additionally, we observed a significant hemispherical asymmetry in the expansion rate
in the left brain’s CSF-filled region across all populations. Detailed insights into the spatial distri-
bution of brain deformations over time were obtained, with particular focus on anatomical changes
relative to a reference time point.

6.1 Introduction

Brain aging encompasses a wide array of changes in brain morphology and cognitive abili-
ties. Understanding the standard patterns of aging is essential for identifying normal and abnormal
trends. Although these changes vary among individuals, studying them within a cohort can reveal
general aging trends influenced by factors such as gender, educational background, and multilin-
gualism [171–173]. The focus of this study is specifically on comparing the structural changes in
healthy brain aging across different populations while excluding cognitive changes.
Promoting healthy aging involves recognizing standardized expectations and detecting deviations
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from them. For instance, research has shown that aerobic exercise [174] positively impacts brain
aging, while engaging in activities like multilingualism and music [175] may also contribute to
healthy aging. To create effective strategies for healthy aging, it is vital to grasp the trends and de-
viations in aging, particularly among diverse populations. Understanding why certain populations
exhibit better aging outcomes will enable the implementation of methods that promote better overall
aging outcomes for everyone.
Significant progress has been made in establishing global standards for brain aging by analyzing
brain scans from diverse regions [176]. Researchers have extensively explored population-specific
structural changes during aging, using various methods such as age-specific templates [177, 178]
and spatiotemporal models [179, 181]. Constructing anatomical models for different age groups is
common. However, it’s important to mention that these template-based techniques, while improving
our understanding of long-term anatomical changes, may not fully grasp the complex temporal dy-
namics of aging. On the other hand, spatiotemporal models capture the anatomy changes with time,
from either cross-sectional or longitudinal data. Captured information include changes in gross
structure, iron deposition and demyelination with aging [183]. Understanding of such changes in
normal aging enable the development of consistent analysis pipelines for assessing individual brain
aging to identify any abnormal aging patterns. The scope of these studies has been limited to a
single population.
Global data-driven studies center their attention on universal patterns, as demonstrated by the com-
prehensive research conducted by [176].This study rigorously examines the aging process, making
use of advanced statistical analysis modeling to explore changes in tissue volume and cortical thick-
ness with age, drawing from the most extensive and inclusive dataset available. Understanding the
complexities of the brain aging requires consideration of various factors such as gender, ethnicity,
and education, as well as challenges in data acquisition. Focusing on subjects with shared eth-
nic or geographical backgrounds can provide insights in tackling these complexities. By studying
populations with common genetic, cultural, and environmental influences, a more targeted analy-
sis can be conducted compared to global data-based studies [176], and the aim of this work is to
compare these common trends. Nonetheless, it’s essential to recognize that even within these popu-
lations, variations in aging trends and patterns may exist. In this study, we investigate brain aging in
four distinct populations: Indian, Chinese, Korean, and Caucasian. These populations were chosen
based on their diverse ethnic backgrounds and geographical locations, as these factors are expected
to contribute to variations in the aging process. By examining the brain aging of these specific pop-
ulations, we aim to gain valuable insights into the unique trends and characteristics of aging within
and across the groups.
Numerous studies have sought to explore and distinguish aging patterns among diverse populations.
Typically, researchers analyze aging patterns by visually comparing time series data or using de-
rived measures, such as changes in cerebral volume and brain dimensions [184,194,195]. A widely
employed technique for comparing population trends in brain structure is Voxel-based morphometry
(VBM) [191, 192, 196]. VBM entails mapping brain images from different individuals to a com-
mon template space and subsequently comparing the derived cortical features across these mapped
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brains. However, VBM analysis does have limitations when it comes to direct population com-
parisons for age-related brain structure changes since it primarily focuses on detecting differences
in brain structure between predefined groups, such as young versus old or patient versus control.
Consequently, its main emphasis is on identifying group disparities, rather than providing a detailed
understanding of age-related changes that may occur in a continuous and subtle manner across di-
verse populations. As such, while VBM can be valuable for exploring structural differences within
specific groups, it may not be fully tailored for comprehensive investigations of brain aging across
different populations.
In order to comprehensively understand and compare brain aging, a framework that combines both
qualitative and quantitative analysis methods is proposed in this work. This framework can be used
to study aging within and across populations. Brain aging is not solely governed by time, as various
factors such as genetics, environment, and lifestyle play significant roles in influencing the aging
process. In light of this complexity, our analysis aims to distinguish aging-dependent variations
from the impacts of other aging-independent factors. We do this to achieve a more meaningful
comparison of brain aging across different populations. In summary, our contributions include
qualitative and quantitative analysis of brain aging within and across populations, distinguishing
aging-dependent changes as individuals age, and age-independent differences in brain aging pat-
terns among different groups.

6.2 Brain Aging Data Development

Our study considered four distinct populations (Indian, Caucasian, Chinese, and Japanese) to
gain insights into the trends in changes in brain anatomy with age. T1 MRI scans (data) of the brain
were sourced from healthy adults aged 20 to 80 years, in each population as summarized in Table
1. The data for the Indian population were partly collected explicitly for this study and partly re-
trieved from previous studies. The data from previous studies [155]were selected to approximate the
acquired data closely. The data for other populations were sourced from publicly available reposi-
tories. Ideally, we need to have equal number of subjects, both male and female, at each time point
(decade in our case) in the study to avoid any bias. The number of subjects considered for each time
point was constrained by the fact that the public repositories had fewer elderly than young/middle-
aged subjects. Hence, we chose 26 subjects (split equally between males and females) for each time
point. To maintain consistency, a similar distribution of age and gender was maintained across all
populations in each decade as seen in Table 1. A detailed description of the data collected for each
population is presented next.
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Population

Magnetic field

strength
of scanners

#Subjects
distribution

in every decade
(20-80 years)

Gender
Distribution

M:F
Matrix Size (mm)

Indian 3T Philips 1:1:0.9:1:1:1 1:0.99 256x256x165 0.7×0.7×0.5
Caussian 3T Siemens l0. 1:1:1:1:1 1:1 256x240x192 1x1x1
Chinese 3T Siemens 1:1:1:1:1:0.88 0.99:1 256 x256x176 1x1x1
Japanese 0.5 T GE 1:1:1:1:1:1 1:1 256×256×124 1×1×1.5

Table 6.1: Comparison of Population Characteristics and MRI Scanner Specifications for Different
Ethnic Groups

6.3 Indian population database creation

3T scans of healthy subjects were collected from multiple sites (see the table in Figure 6.1A for
details) within India [155] and individual sites had ethical approval for collecting and sharing the
data for research purposes. In the 20-80 age range, 26 scans were collected for each decade, with
the exception of a single decade which had 24 scans. This dataset will be referred to as the IBASD.
The gender and age distribution of the collected data is shown in Figure 6.1 B. Only physically and
psychologically normal subjects with no history of head injury or other neurological disorders were
included in the study. The subject selection procedure is shown in Figure 6.2. Pregnant women,

Figure 6.1: A) Acquisition details for the collected scans. B) Gender distribution of subjects in the
Indian cohort.
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Figure 6.2: Scan selection procedure for the study

subjects born pre-maturely, and those with any long-term disease condition were excluded from the
study. All the acquired scans were of right-handed subjects. Experienced medical experts checked
all the scans in corresponding institutions for any structural abnormality in the scans.

6.4 Data collection for framework validation

6.4.1 Caucasian population

The Cambridge Centre for Ageing and Neuroscience (Cam-CAN) database [95] has neuroscans
of subjects recruited from the Cambridge City area in the United Kingdom. A decadal of 26, 3T
MRI scans were selected for each decade from the Cam-CAN database for our study. The demo-
graphic information available in the database for each individual was used to select subjects labeled
as belonging to the ’white’ ethnic group. Subjects meeting these selection criteria were chosen
manually.

6.4.2 Chinese population

The Chinese population data was sourced from the Southwest University Adult Lifespan Dataset
(SALD) [98] built with scans of University students, staff, and subjects from control group of clini-
cal studies. Out of 494 scans available, 153 scans within the age range of 20-80 years were carefully
selected to maintain gender distribution and an equal number of subjects in each decade. A total of
23 images were selected in the 70-80 age range, with rough gender balance, while 26 images were
selected in other age ranges.
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6.4.3 Japanese population

The Japanese population data was sourced from the AOBA database [94] which includes scans
of volunteers recruited by the AOBA Brain Imaging Research Center in Japan. Out of a total of
1153 scans available in the database, 156 scans were chosen for our study which resulted in 26
scans for each decade. Although the scans were sourced from a 0.5T scanner, they were of good
quality and comparable to other databases, possibly due to longer scanning times.

6.5 Framework for Comparative Brain Aging Analysis Across Popu-
lations

A time series of templates representing each decade forms the basis of our aging study. Given
that the scans we selected were collected from multiple sites with different scanners and protocols,
the scans have to be standardised and normalised.

6.5.1 Data Normalization and Standardization

We employed two analysis strategies to compare the aging of different populations: group anal-
ysis and model-based analysis. The data preparation process to support these two analysis strategies
was different. The specific processes are explained here.

6.5.1.1 Preprocessing for Group analysis

Individual images within all population-specific datasets (CAMCAN, SALD, AOBA, and IBASD)
were preprocessed using the complete FSL pipeline, including the "fsl_anat" command. This
comprehensive pipeline involves various steps such as brain extraction, bias field correction, tis-
sue segmentation, and nonlinear registration. This preprocessing pipeline ensures consistent and
reliable quality in tissue segmentation, which is critical for group-level analysis and comparisons.

6.5.1.2 Data Preparation for Aging Model Based analysis

The main goal of model-based analysis is to develop a consistent and generalizable model that
can be applied across datasets, rather than performing analysis on derived measurements from indi-
vidual images.
Creating Decade-Specific Templates - For each population, individual images of subjects, in the
age range of 20 to 80 years, were skull-stripped and grouped into six distinct decades, for each
population. Using the group registration tool from the ANTS package, templates were generated
for each decade. The primary stopping criterion was based on a fixed number of iterations, with
additional consideration given to the mean displacement observed within the initial iterations. The
image dimension, intensity range, and alignment were maintained relative to the individual popula-
tion space, as illustrated in Figure 6.3-A. However, it is important to note that the templates needed
to be aligned to a common reference space before proceeding to the subsequent steps, which will
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be discussed in detail later on.
Creating Reference Template - A reference template was crafted to align all templates to a common
space, closely resembling the natural appearance of an original scan. This template was constructed
from a carefully chosen subset of 70 images from the Indian population-specific IBASD dataset, all
acquired using the same scanner and parameters. The brain region was cropped, and standard zero-
padding was applied to each image. Finally, the group registration tool from the ANTS package
was used to align and combine the preprocessed images, creating the reference template.
Template Prepossessing - The reference template image played a crucial role in normalizing each
individual template across all four datasets. After applying cropping and standard zero-padding,
affine alignment and histogram matching were conducted relative to the template using MATLAB,
ensuring both affine and data acquisition invariance. To further ensure image quality and identify
potential distortions, manual checks were performed during the preprocessing steps. Once verified,
a time series of templates was generated for each population, consisting of six time points spanning
ages from 20 to 80 years. This comprehensive approach allowed for robust and accurate analysis
across different age groups in the study.
Creating Decade-Specific Templates - Finally, for standardization, the IBASD dataset was chosen
as the reference population and a global template, combining all decade-specific templates, was
created. Each individual template from the remaining three populations was affinely aligned and
histogram equalized with respect to this global template. Visual checks were performed in 3D to
ensure the quality of each template before proceeding with further analysis. The preprocessing
steps made the templates consistent and standardized across populations, shown in Figure 6.3 B.
This ensures a reliable and accurate analysis of the aging process.

6.5.2 An Overview of the Analytical Framework

Our aim is to investigate the structural variations in the aging brain in different populations. Both
qualitative and quantitative measures are included in the analysis framework in order to understand
population-specific aging processes. Figure 6.4 provides a visual representation of the proposed
analysis framework. Global measures can be used to infer changes in brain size and tissue volume in
different populations whereas non-rigid deformations can help understand the local changes. These
local changes encompass both aging-related or time-dependent variations and population-specific,
time-independent variations observed across populations.

6.5.3 Group analysis using discrete time points

In group analysis, the primary focus is indeed on examining the individual subject images to
understand the group trend in aging for each population. Group analysis was chosen to be done
via tissue volume changes across individuals. Tissue segmentation of the individual scans was first
performed using FSL-FAST. This is a tool in the FSL software package specifically designed for
accurate tissue segmentation. Specifically, the grey matter, white matter, and CSF were segmented
and the average volume of each segmented tissue was calculated for each decade by considering ap-
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Figure 6.3: Sample templates corresponds to 40-50 years age range before(A) and after (B) template
pre-processing

proximately 26 image tissue volumes at every time point. In order to visualise and capture the trend
of volumetric changes, a cubic function was fitted to the mean volume points for each tissue type
in each population. This trend allows us to quantitatively assess how tissue volumes change with
aging and gain insights into the overall patterns and trajectories of tissue degeneration or growth.

6.5.4 Continuous model based analysis

Template-based analysis is a powerful method used to study aging-related changes by bringing
individual images to a common space for cross-sectional data analysis. This approach involves
aligning and registering the template images to a shared coordinate system. We choose a cross-
sectional data-based diffeormorphic aging model ( [179]) as it models the aging process as a smooth,
monotonic, and diffeomorphic change observed across the discrete templates. The aging process is
represented as a continuous deformation of a template in a global space. We next explain how this
model is derived.
Aging model:
First, a template, represented as S, is obtained by aligning and then averaging all the templates in
the discrete time series of a population. The aging process is then modeled as a deformation (ϕ) of
the average anatomy (S) over time. As S represents a temporal average and is positioned towards
the center in time, the aging deformation is defined with respect to this reference point. This design
necessitates the computation of both forward and backward deformations relative to the reference
time point. Given that S is positioned towards the middle, t = m, two paths (ϕ1,ϕ2) are defined to
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Figure 6.4: Graphical representation of analysis framework

cover the entire time range, namely [t0,m] and [m, tn]. The forward and backward deformations
are determined by composing the pairwise deformations sequentially. These deformations are com-
puted between consecutive templates in the given time series and subsequently mapped into the S
space.

The aging model for the population is then found as

I(t) =

ϕ1(t) ◦ S for t ≥ m,

ϕ2(t) ◦ S for t ≤ m.
(6.1)
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6.5.4.1 Intra-population aging analysis

The aging model given by Equation6.1 is used for this analysis. Visualizing the structural al-
terations in the brain aids in defining the expected trends of brain aging. Hence, an aging model is
derived for each of the four populations (Indian, Chinese, Japanese and Caucasian). The normative
deformations computed for each population are individually analyzed to gain insights into the local
structural changes in the brain during aging. These deformations can be attributed to tissue con-
traction or expansion in fluid-filled regions as only topology preserving deformations are expected
in a matured aging brain. By analyzing the Jacobians of the normative deformations, it should be
possible to draw meaningful conclusions.

6.5.4.2 Inter-population aging analysis

The aging models utilized in this study are derived from different datasets, which introduces
the possibility of temporal misalignment between the models. Additionally, the models may also
exhibit affine misalignment and have varying intensity ranges. As mentioned earlier, these are ad-
dressed via normalisation and standardization processes which precede comparative analysis. A
two-level comparison framework is proposed aimed at providing a comprehensive understanding of
the variations in aging among different populations. In the first level, a qualitative analysis is per-
formed to explore trend variations by comparing the normative aging in individual populations. The
differences in deformation trends for the entire brain and some specific sub-regions are visualised
for this purpose.
Furthermore, deformation-based approaches are employed to explore the variations in brain struc-
ture and shape changes linked to the aging process across populations. To accomplish this, a met-
ric described in our previous work [180] is employed. In general, any difference in aging trends
across different populations can be due to the difference between the average anatomies as well as
the difference in deformation happening on the average anatomies. The former is termed global
anatomy distance while the latter is termed as age dependant distance. Let us consider two popu-
lations a, b with average/global anatomies Sa, andSb, and deformations ϕa and ϕb, respectively. A
deformation-based distance between the average anatomies (Sa and Sb) quantifies the difference in
the global anatomies while the maximum distance between the deformations (ϕa and ϕb) in time
quantifies the age dependant difference. Specifically, the deformation between the Sa and Sb cap-
tures the global anatomy variation ψ between the two time series; here, the deformation is modeled
as ψ = exp(VS), where VS represents a stationary velocity field. Therefore, the norm of the vector
field VS can be directly used to quantify the deformation [96]. The global anatomy distance (ds)
between Sa and Sb is hence defined as

ds = ∥VS∥ (6.2)

The paths ϕa and ϕb are modeled with vector fields va · γ(t) and vb · γ(t) respectively. The norm of
the difference between the vector fields is used to compute the distance between the paths at each
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time point, d∗(t).
d∗(t) = ∥va · γa(t)− vb · γb(t)∥ (6.3)

The age dependant distance is then defined to be the maximum d∗(t).

dp = max {d∗(t)} (6.4)

It is important to note that both dS and dP are distances defined at every voxel of Sa or Sb. By
combining both qualitative and quantitative analyses, this framework offers a way to understand the
variations in aging across populations.

6.6 Results

We illustrate the proposed framework using sample data collected for validation of the frame-
work, highlighting the possibilities of conducting an elaborate analysis to derive various aspects of
brain aging comparisons across populations.

6.6.1 Group Analysis using Discrete Time Points

An analysis was conducted to investigate the normative tissue volume changes relative to the
total brain volume for different populations. The three major tissues, namely, white matter(WM),
gray matter(GM), and cerebrospinal fluid (CSF), were analysed at individual scan level. Segmented
volumes were normalised with respect to the total brain volume in order to assess their proportion
in the total brain volume. This was averaged over all scans at each time point. These are depicted
for different populations in Figure 6.5 with mean and standard deviation volume values at each time
point and the trends across curves are valid even after considering the variation.
In the following, all results refer to normalised values. When considering the gray matter (GM)
volume, it consistently decreases with age in Indian and Caucasian populations from earlier age
points. In Japanese and Chinese groups the trend is different. Specifically, the Japanese population
exhibits minimal GM degradation until the age of 60, after which there is a notable acceleration
in degradation. In contrast, for the Chinese population, the onset of GM degradation occurs much
earlier, starting at around 35 years of age, before which the degradation remains minimal. The WM
volume tends to remain fairly stable across all populations except Indian which shows a slight de-
viation. The plots also indicate ventricular expansion with aging for all populations as CSF volume
has an increasing trend over age. However, it’s worth noting that the acceleration of this expansion
in the Japanese population occurs later, typically after the age of 65, which contrasts with other
populations where the onset of ventricular expansion tends to occur earlier.

6.6.2 Continuous model based Analysis

Age-specific models were developed for each population using time series of brain templates.
To create these aging models, templates were defined for each decade within the population. The
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Figure 6.5: Distribution of White matter(WM), gray matter(GM), and cerebrospinal fluid (CSF)
regions relative to the total brain volume across aging for different populations.

Indian global template served as a reference to align other population templates using an affine
transformation. The central slices of the age-specific templates derived from these aging models are
shown in Figure 6.6. As direct visual comparisons between the models is challenging, we performed
further analyses to obtain interpretable results.

6.6.2.1 Qualitative Analysis of Inter-Population Aging

We wish to visualise the anatomical changes due to aging across various populations relative to
a reference time point. On average, the brain is considered to be fully matured [182] at the age of
20 years and hence this serves as a good reference point.

The deformation between the brain anatomy and the reference brain from the same population
was computed at every time point. Jacobians of the computed deformations were utilized to assess
the local volume changes in different brain regions as they provide insights into the expansion or
contraction occurring in specific brain regions. The resulting Jacobian maps, which illustrate the
spatial distribution of these deformations, are visualised as heatmaps in Figure 6.7. The general
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Figure 6.6: Age-specific templates derived from population-specific aging models for ages=25, 35,
...75 years

trend observed is that there is no change at ages closer to 20 years (as indicated by blue pixels) and
significant changes at ventricular locations above the age of 55. These maps enable an understanding
of how the structural alterations in the brain evolve over time in different populations. The tissue
volume analysis plots (Figure 6.5) and the Jacobian maps (Figure 6.7) are correlated. In order to
see this more clearly, the rate of expansion or shrinkage in the brain was computed for specific
regions using segmentation maps and their contraction/expansion relative to the reference point (20
years of age) were computed. Specifically, an atlas-based registration was used to identify four
regions, encompassing ventricles, sub-cortical structures, white matter and cortical grey matter.
Next, the Jacobians for these regions were computed and their average value at each time point
was plotted as shown in Figure 6.8 A. The ventricles predominantly exhibit increasingly positive
Jacobian values over time, indicating an expanding trend, while the other regions show increasingly
negative Jacobian values over time indicating shrinkage/contraction trend. There is evidence for
early onset of contraction in cortical compared to sub-cortical GM. The sub-cortical gray matter
contraction and ventricular expansion occurs at a significantly faster rate with an earlier onset in the
Indian population when compared to other populations. Interestingly, white matter degradation is
more pronounced in the Japanese population, with other populations exhibiting similar trends. The
trends in cortical gray matter degradation become notably more distinct among populations after
the age of approximately 55 years. Additionally, the analysis also highlights the delayed onset of
ventricular expansion and sub-cortical contraction in the Japanese population.

An additional analysis was conducted to examine potential hemispherical asymmetry in brain
aging. Figure 6.8-B) shows the average Jacobian values at the hemispherical level for the CSF-
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Figure 6.7: The deformation with respect to the initial time point (25years) and subsequent time
points in each decade for every population

Figure 6.8: The plot of expansion and contraction in four brain regions over time, alongside the
segmentation atlas. The regions include ventricles, sub-cortical structures, white matter, and cortical
grey matter (shown inside the Blue box).

filled region in each population. The trends in the plots indicate that the expansion of this region

69



in the left brain is at a much faster rate than in the right hemisphere and is consistently so in all
populations.

6.6.2.2 Quantitative analysis of inter-population aging

It should be noted that all the previous analyses used brain tissue segmentations, which can
introduce errors, particularly given the complexity of cortical tissue boundaries. In this analysis,
structural changes are directly examined without utilizing any segmentation steps. Here, we study
the variations in average anatomies and deformations, via global anatomy and age-dependent dis-
tances, defined in Section 6.5.4.2. Once again, the Indian brain is taken as a reference point. The
global distance between the average anatomies were calculated using equation 6.2, Since this dis-
tance is defined for every voxel we visualise the distance map as a heat map in Figure 6.9 A. A
red/yellow voxel indicates significant difference in the average anatomy for population X relative to
that for Indian population. Axial slices of the global distance map are shown in the figure. Global
distance maps for the Chinese and Japanese are more similar, i.e., left Parietal-temporal-occipital
regions has more variation. Whereas, the Caucasian distance map suggests more global anatomy
mismatch towards the frontal region.
The pairwise age-dependent distance between Indian and another population was computed using
Equation 6.4. These distances are visualised as heatmaps again in Figure 6.9 B. From the predom-
inance of blue pixels in the distance maps it is evident that, the aging trend between the Indian and
other populations is similar except in some specific regions. The temporo-parietal regions however
show higher age-dependant distances.
Since it is known that anatomical differences exist within a population, a baseline for population
comparisons is useful. Hence, an analysis of intra-population deformations was conducted for the
Indian population, with respect to its global anatomy. Each individual subject scan (spanning all age
groups) was first registered to the global template image using a non-linear approach. Subsequently,
the deformation-based distances i.e., the norm of the stationary velocity field parameterisation of the
non-rigid deformation [189] were calculated for each subject image from Global template. The av-
erage of all these distances is depicted in Figure 6.9 C to illustrate the intra-population variation
with respect to the Global template. It should be noted that the distance scale here is 0-4 whereas it
is 0-8 for the maps in Figure 6.9A and B. Taking this scale difference into account, it is evident that
inter-population differences are significantly more than the intra-population variations.
Previously we observed that the posterior left and right hemispheres exhibited maximum age-
dependant distances. To investigate this further, the absolute percentage differences in tissue vol-
umes of a population with respect to Indian population were computed at every time point for the
left and right posterior part of the brain. These are plotted in Figure 6.10 for GM and WM. In Figure
6.10, the left posterior brain region specific plots have maximum slopes, which agrees with Figure
6.9C, where relatively maximum age-dependent changes are observed in the posterior region. Ad-
ditionally, the left region showed comparatively more changes than the right. Comparing the GM
and WM plots in Figure 6.10 reveals that the Japanese population exhibits maximum tissue varia-
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Figure 6.9: Brain aging differences across populations compared to the Indian population: (A)
Global anatomy difference in 2D slices and (B) Age-dependent distance analysis. (C) Within-
population deformations with respect to global anatomy for the Indian population. Left side corre-
spond to Left side of Brain.

Figure 6.10: GM and WM contribution difference for different population with respect to Indian
population for left and right posterior hemispheres

tion over time compared to the Indian population, primarily due to differences in GM. We found
that this observation is statistically significant, indicating that there exists a statistically significant
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difference between the Indian and Japanese populations. In contrast, the other two groups show
some statistically insignificant differences at certain time points.

6.7 Discussion

In this research, we adopted a systematic approach to analyze the neurological aging process
across four distinct populations: Indian, Caucasian, Japanese, and Chinese, leveraging a dual-
analytical strategy using in T1w structural MRI data. This is a preliminary attempt involving a
detailed analysis across multiple populations. Rather than drawing definitive conclusions, we aim
to discuss insights from the work for the given sample data, acknowledging the constraints of a
smaller dataset size in this study.
The initial approach was based on a conventional group analysis utilizing tissue segmentation with
FSL-FAST, showing volume changes across age in gray matter (GM), white matter (WM), and
cerebrospinal fluid (CSF). Extending beyond this groundwork, we constructed a continuous model-
based analysis to delve deeper into the intricate details of the aging process. Central to our approach
was the representation of aging as a diffeomorphic transformation, a conceptualization that enabled
a comprehensive intra- and inter-population analysis. This methodological choice allowed for a
meticulous examination of both the overarching global anatomy and age-dependent variations, with
a special focus on findings in reference to the Indian population.
A significant advancement of this study is the development of an analysis framework capable of
comparing population-specific trends in aging both qualitatively and quantitatively by isolating the
changes directly associated with aging. This innovation allows us to scrutinize voxel-level diffeo-
morphic transformations at a population level and discern differences across populations. Con-
sequently, this study essentially underscores the importance of personalized approaches, opening
avenues for potential clinical applications that are firmly rooted in a more population-specific and
personalized understanding of neurological aging trajectories.
Our findings provide evidence of ventricular expansion and tissue degradation, consistent with pre-
vious research [185]. Notably, ventricular expansion accelerates within the age range of 40-45
years, and the results in Figure 6.8 clearly indicate that the Indian population experiences an early
onset of ventricular expansion compared to the other populations.Conversely, the Japanese popula-
tion displays a delayed onset of ventricular expansion compared to other demographic groups. In
the early stages, both the Chinese and Caucasian populations exhibit a similar pattern of ventricular
expansion. However, in the elderly, the pattern diverges. The rate of expansion gradually stabilizes
after approximately 70-75 years of age for the Chinese population, whereas the rate of expansion
in the Caucasian population continues to increase, mirroring the trend observed in the other two
populations.
Gray matter (GM) degeneration occurs at a faster rate than white matter (WM), which is consistent
with the findings in [193]. There were some interesting observations from our study results. The
GM follows a linear pattern in both Caucasian and Indian populations in Figure 6.5. In the Chinese
population, the degradation rate accelerates during the mid-age group and subsequently stabilizes
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in the elderly. Conversely, in the Japanese population, degradation commences at much later ages
but then accelerates at a higher rate.
When separately analyzing Cortical GM and sub-cortical GM contractions in Figure 6.8, it becomes
evident that cortical GM contraction starts at earlier stages and follows similar trends across all pop-
ulations, except for Caucasians, where the degradation rate is relatively lower in the elderly. Sub-
cortical GM contraction, on the other hand, initiates around the mid-age range in all populations,
with a relatively delayed onset observed in the Japanese population. Both cortical and sub-cortical
GM tissue degradation increases with aging for all populations, but for the Chinese population, it
subsequently stabilizes in the elderly. Japanese population has more white matter degradation com-
pared to the other groups. A DTI-based investigation of WM changes across populations may be
needed to confirm this observation.
Hemispherical asymmetry in aging is a well-established phenomenon [186] and was observed in
our study as well. In all populations, the left brain consistently exhibited faster ventricular expan-
sion compared to the right brain, with a similar onset. The observed differences in slopes of the
left and right ventricular expansion curves indicate that this asymmetry intensifies with aging in
each population. Notably, the Chinese population displays more pronounced asymmetrical ven-
tricular expansion with aging compared to other populations. In line with our findings, another
study [188] observes that Chinese individuals display more hemispherical asymmetry compared to
Caucasians. Asymmetry in ventricular expansion is also observed in conditions such as Parkinson’s
disease [187]. Understanding population-specific ventricular expansion asymmetry can help define
the normal limits tailored to each population and shed light on age-related changes and variations
relevant to neurological conditions and the aging process.
Structural differences in the brain are prominent across populations, encompassing both global
anatomical variances and age-related structural changes when compared to the Indian population.
Global anatomical comparisons reveal that the left parietal-temporal-occipital regions exhibit more
variation among Asian populations, while Caucasians show greater anatomical distinctions in the
frontal region compared to the Indian population. The global anatomical differences are distributed
throughout the brain, whereas age-related differences are relatively localized, with more pronounced
deviations occurring in the parieto-temporal regions. These regions are recognized for their sus-
ceptibility to significant structural changes, particularly in neurodegenerative conditions such as
Alzheimer’s disease (AD). Performing automated segmentation-based statistical analysis of tissue
changes for small regions can be error-prone, so multiple modalities, like susceptibility variation
analysis functional changes etc. can help understand the desirable structural changes associated
with aging in this region.
This study is a pioneering effort in comprehending brain aging across diverse populations. It
presents a detailed analysis framework that encompasses a comprehensive comparison of tissue
degradation, hemispherical asymmetry development, age-related, and independent structural changes
in brain anatomy across various populations. The analysis illustrated with sample data, and our in-
tention is to present this as a proof of concept to showcase the possibilities of analysis and potential
insights using the proposed analysis framework. The same framework can be used for further explo-
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ration of critical factors like language, diet, and mental well-being, disease conditions underscoring
the imperative for healthcare strategies tailored to the distinctive aging patterns found within each
population. With the framework, the study is motivated to gain a deeper understanding of the un-
derlying patterns and probable reasons for these aging trends. A larger dataset with more imaging
modalities will be essential for future research.
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Chapter 7

Conclusion

Our investigation into the structural changes in brain with aging started with the hypothesis
that there might be significant differences in brain anatomy and aging among various groups of
people. Leveraging insights from the groundwork laid in a prior study by [199], our curiosity shifted
toward understanding aging differences. Our journey progressed systematically—from developing
essential data for the study to framing the analytical framework and culminating in the detailed
analyses that follow. The stages of our work are summarized below.

7.1 A Summary of Thesis Findings

7.1.1 Population-Specific Atlas: Segmentation Map for the Indian Brain Template

Our exploration into brain aging commenced by addressing gaps in our reference population—the
Indian population. The initial step in this endeavor is the creation of an atlas. This thesis com-
menced by building upon the groundwork laid in [199], utilizing the data and template developed
in that study. We extended this foundation by collecting expert segmentations on the collected data,
leading to the significant contribution of structural probability maps for the Indian population. The
template space comparison revealed structural variations across diverse populations, prompting our
exploration into aging disparities.

7.1.2 Cross-sectional Data-based Brain Aging Model

Recognizing the challenges of obtaining longitudinal data for aging studies, we introduced an in-
novative aging model based on continuous deformation applied to a template. This model, generated
from cross-sectional data, demonstrated its effectiveness in capturing natural aging trends. Although
limited to matured brain growth, the model exhibited spatio-temporal smoothness and consistency.
Its potential for clinical applications and the ease with which it accommodates population-specific
trends were notable contributions.

With the collected data and the developed aging model for cross-sectional data, we also created
the first-ever Indian brain aging model, marking a significant contribution of this thesis. This model
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enables the derivation of age-specific brain atlases for the Indian population, providing a standard
for comparing the aging process within the population.

The next task is to compare the aging process across populations. However, it goes beyond a
simple comparison of images or quantitative measures at different time points. The comparison aims
to understand the structural variation of a temporally varying process across populations. Therefore,
we formulated a method, which is discussed next.

7.1.3 Method for Aging Model Comparison

In our pursuit of understanding brain aging, we proposed a metric designed to disentangle shape
and path variations in aging models. This affine invariant and time interval mismatch-compensated
metric provided a robust means of quantifying the difference between aging models, especially
when considering cohorts from different populations. The metric’s effectiveness was validated us-
ing both synthetic and real data, assessing its capability in comparing populations and considering
developments in both normal and diseased populations. This metric serves as a crucial component
in our aging comparison analysis, which is the main focus of this thesis.

7.1.4 Indian brain aging Database Creation

In our exploration of structural variations in aging, we gathered crucial T1 MRI scans from
healthy adults aged 20 to 80 years in the Indian dataset, sourced from multiple sites within India.
With over 150 scans collected, we formed decade-specific cohorts of 26 subjects (equally divided by
gender) for each time point across all populations. This comprehensive approach involved selecting
only physically and psychologically normal subjects, with strict criteria to maintain data integrity.
Data collection spanned four different sites, and deliberate efforts were made to standardize the data
to mitigate disparities during model development.
The gathered data is cross-sectional, capturing different time points for distinct subjects. While
developing a method for group analysis, our focus was specifically on working with cross-sectional
data, posing challenges for aging analysis. Efforts were directed towards creating a model tailored
for cross-sectional data to facilitate a comprehensive analysis and comparison of structural varia-
tions in aging.

7.1.5 Brain aging comparison across populations

This thesis involves conducting a comprehensive comparative study of brain aging. We collected
data for the study and developed tools for the analysis. We would like to conclude the insights we
gained from the sample dataset we collected for the study. These findings provide valuable insights
into aging variations across the population. However, it’s important to note that these are not con-
clusive results, as they are based on a limited sample size used in the study. Nevertheless, this thesis
provides a comprehensive pipeline for studying cross-population variation with a larger dataset, en-
abling the derivation of conclusions about the cross-population variation in brain aging.
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We carefully studied the aging process in Chinese, Caucasian, and Japanese populations, using the
Indian population as our baseline. When comparing four different populations in terms of brain ag-
ing, we observed variations in ventricular expansion, tissue degradation, and aging patterns across
hemispheres and in the structural variations specifically in parieto-temporal brain regions. Japanese
population shows maximum deviation in aging compared to Indian population by considering all the
of the aforementioned variations in aging. Specifically, considering tissue degradation and ventric-
ular expansion as indicators of brain aging, Japanese population displayed a delayed onset aging,
along with the most pronounced structural variation in aging compared to the Indian population.
Nevertheless, Japanese and Indian populations exhibited minimal hemispherical asymmetry with
aging compared to Chinese and Caucasian populations. The Asian populations showed similar
brain anatomies compared to Caucasian population but with significant differences in the aging of
the anatomy. To gain a comprehensive understanding of these age-related structural changes, future
investigations should aim to integrate multiple modalities. Additionally, exploring factors such as
education, gender, and more could provide deeper insights into the reasons behind these disparities
in brain aging across various populations.

7.2 Future works

Future work could involve expanding our dataset to include a more diverse range of populations,
allowing for the creation of models tailored to specific demographic groups. Additionally, further
exploration is needed to understand how factors such as education and lifestyle influence brain aging
trajectories across different cohorts. In addition to investigating structural changes, future research
could delve into cognitive decline and functional connectivity variations to provide a more compre-
hensive understanding of aging. Ultimately, the goal is to continue building upon this foundation
to conduct a more expansive analysis that captures the full complexity of aging and its variations
among individuals and populations.
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Appendix

Manifold

A manifold is a topological space locally homeomorphic to a Euclidean space. We can assign
local coordinates to points in the manifold. One point can have multiple coordinates, but the transi-
tion from one to another should be smooth.
There are three constraints in defining coordinate systems in a Manifold

1. There should be at least one coordinate system such that nearby points should have nearby
coordinates

2. In each coordinate system, each point should have unique coordinates

3. For a boundary point, there should be a smooth transition map from one coordinate system to
another

Differentiable Manifolds and diffeomorphism

The local homeomorphism of m-dimensional manifold M to Euclidean space Rm helps to map
each point i in the manifold along with its neighborhood. This neighborhood is called a coordinated
neighborhood. The mapping from Ui to Rm is referred to as a coordinate function ϕi.

M is a differentiable manifold if
(i) M is a topological space
(ii)M has whole family of {(Ui, ϕi)},
(iii) ∪iUi =M

(iv)If Ui and Uj are overlapping, then there exists a smooth transition map from one to another and
the map is infinitely differentiable

The pair of coordinate neighbourhood and coordinate function (Ui, ϕi) , is called a Chart and the
whole family {(Ui, ϕi)} is called an Atlas. If the coordinate system is m-dimensional, then there
exist m coordinate functions, and all are smooth. Union of two atlases {(Ui, ϕi)} ∪ {(Wi, ψi)}
gives another atlas. In other words, the two atlases i.e, {(Ui, ϕi)} and {(Wi, ψi)} define the same
differentiable structure on the manifold M.
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Figure 7.1: Mapping m-dimensional manifold M to Euclidean space Rm

Figure 7.2: Concepts of chart and atlas

Diffeomorphism

Let us consider a map from manifold M to manifold N, f :M → N . It maps a point p in M to a
point f(p) in N. Consider charts (U, ϕ) on M and (W,ψ) on N, then p ∈ (U, ϕ) and f(p) ∈ (W,ψ).
Let ϕ(p) = {xµ} and ψ(f(p)) = {yµ} are the co-ordinates.

From the above diagram, it is easy to see that we can compose mappings Rm → Rn as follows

• ψ ◦ f ◦ ϕ−1 : Rm → Rn
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Figure 7.3: Mapping one manifold into another

• If ψ ◦ f ◦ ϕ−1 and ϕ ◦ f−1 ◦ ψ−1 are infinitely differentiable then f is a Diffeomorphism.

Definition: A diffeomorphism is a smooth bijective map between two differentiable manifolds such
that both the map and its inverse are infinitely differentiable.
The smooth map f naturally induces a map f∗ called the differential map defined as f∗ : TpM →
Tf(p)N .

The difference between a homeomorphism and diffeomorphism is that the former requires the
deformations to only be continuous whereas, in the latter, the deformations also have to be smooth.
Tangent vectors play a crucial role in differential geometry by providing a local linear approximation
to the manifold, facilitating the study of smooth deformations and differentiable structures, which
is explained next.

Vectors

Given a curve c(t) in a Euclidean space, the tangent at any point p on c is dc(t)
dt . Consider the

curve c(t) in a manifold M . To define the tangent for this curve at a point p, we consider the
neighborhood around the point p in the manifold and map it to a Euclidean space using a function
f :M → R.

We define the tangent vector at point p as a directional derivative of a function f(c(t)) at p.

df(c(t))

dt
|tp =

∂f

∂xµ
dxµ(c(t))

dt
|tp (7.1)

In practice, vectors are expressed using a Differential operator. A Differential operator X is defined
as follows,

X = Xµ ∂

∂xµ
where Xµ =

dxµ(c(t))

dt
|t = 0 (7.2)
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So,
df(c(t))

dt
|t=0 ≡ X[f ] (7.3)

From this, it is clear that X is a tangent vector of M at a point p.

Curve equivalence in a Manifold

Given two curves c1 and c2 are said to be equivalent under the following conditions:
(i)c1(0) = c2(0)

(ii)dx
µ(c1(t))
dt |t=0 =

dxµ(c2(t))
dt |t=0

The second condition in essence requires the initial tangent vectors of the curves to be the same. If
these 2 conditions are satisfied then both c1 and c2 have the same differential operator X at p. All
such equivalent curves at p ∈M with corresponding tangent vectors form a vector space called the
Tangent Space of M at p, denoted by TpM whose basis is ∂

∂xµ . All the tangent vectors together
form a manifold called Tangent bundle(TM). It is notable that dim(TpM) = dim(M).

Flows

A vector field X is a mapping M → TM i.e., a section of TM .

Figure 7.4: An integral curve in the vector field

Using previous definitions, dxµ(t)
dt = Xµ(x(t)). The solution of this ODE is the desired integral

curve. Let σ(t, x(0)) be the integral curve of X through point x(0) and let σµ(t, x(0)) denote the
co-ordinate. Then,

dσµ(t, x(0))

dt
= Xµ(σ(t, x(0))) (7.4)

I.e., the time derivative at any point of the curve is the value of the vector field at that point. The
flow of a vector field X is defined as the group action of an additive group in R on M. I.e., the map
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σ : R×M →M is called flow of the vector field X. Flow satisfies Equation: 6.

σ(t, σ(s, x(0))) = σ(s+ t, x(0)) (7.5)

The vector field X is called infinitesimal generator as at each point the vector field determines
the direction of the flow.

Modelling - One-parameter group of transformations

A one-parameter group of diffeomorphisms is a collection of smooth maps from a manifold to
itself parameterized by a single real parameter, representing a continuous family of diffeomorphic
transformations on the manifold. A one-parameter group of diffeomorphisms is valuable in mod-
eling because it enables a systematic way to describe continuous transformations on a manifold.
A one-parameter group of diffeomorphisms is closely related to the concept of Lie groups and Lie
algebras in differential geometry which is explained next.

Lie Derivatives

Let σ(t, x) and τ(t, x) be two flows generated by the vector fields X and Y

dσ(t, x)

dt
= Xµ(σ(t, x)) (7.6)

dτ(s, x)

ds
= Y µ(τ(s, x)) (7.7)

Now we can check the change of Y w.r.t σ, i.e. finding the derivative of the vector field along the
flow of another vector field. This is basically called Lie Derivative. For that, we can compare two
points, one on the vector field Y and one on the flow of X. But we cannot do the comparison directly
as the points belong to different tangent spaces. I.e. to compare a vector Y at x and vector Y at a
nearby point on the curve σε(x), we have to use a differential map (σ−ε)∗ which maps Tσε(x)M to
TxM . The Lie derivative is easy to be defined as in Equation 9

£XY = lim
ε→0

1

ε
[(σ−ε)∗Y |σε(x) − Y |x] (7.8)

Lie derivative of Y along X is defined as Lie Bracket
Few points about the Lie bracket

• The difference between the coordinates of these two points is proportional to the Lie bracket

• Geometrically, the Lie bracket shows the non-commutativity of two flows.

83



• The Lie derivative of a function f along the flow of a vector field X is the directional derivative
of f along X.

Lie groups and Lie algebras

Imposing a group structure for a manifold buys us many advantages which will be discussed
from this section onwards.
A Lie group is an algebraic group G that also forms a differentiable manifold, where the group
operations, multiplication, and inversion, are smooth mappings. Many common geometric trans-
formations of Euclidean space form Lie groups. For example, rotations, translations, and affine
transformations all form Lie groups. More generally, Lie groups can be used to describe transfor-
mations of smooth manifolds. The dimension of a Lie group G is equal to the dimension of the
manifold. Lie algebra is defined as the set of left-invariant vector fields g with the Lie bracket.
For any g ∈ G, there exists a unique integral curve of a vector field X ∈ g on entire R.

σg : R→ G (7.9)

i.e., To deform an element in G using some deformation, the corresponding vector field can be used
instead of finding the entire deformation. This idea made the deformation calculation step more
implementable.

Let a, g be the elements of a Lie group. Rag = ga and Lag = ag are called Right(Ra : G→ G)
and Left(La : G → G) translations. As multiplication and inverse are smooth for the maps, the
translations are diffeomorphisms G → G. There is a special class of vector fields in G invariant
under left or right translations. It is this class of vector fields that is of interest as the left-invariant
and right-invariant vector fields are diffeomorphisms, and they are complete. As discussed earlier,
a map La : G → G induces a differentiable map La∗ : TaG → TagG, i.e., the tangent at that point
is also translated by the same amount. Now the left invariance for a vector filed X can be defined
with the map La∗ . Let X be a vector field; then, it is said to be left invariant if La∗X|g = X|ag. For
convenience, henceforth, we can consider Left translations alone. Left-invariant vector fields form
a Lie algebra g of G.
Next, we analyze the properties of interest of the flow generated by a left-invariant vector field.
Group homeomorphism is a map that preserves group operations from one group to another. A
one-parameter subgroup of the Lie group is defined as a group homeomorphism from a real line to
some topological group G. A curve σ(t) : R → G is called a one-parameter subgroup of G if it
satisfies the following conditions:

i. σt ◦ σs = σt+s

ii. σ0 is the identity map

iii. σ−t = σ−1
t
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From Equation (7.9) any vector field X ∈ g can generate a one-parameter subgroup in G. Given a
one-parameter subgroup σ, there exists a left-invariant vector field X such that

• dσ(t,g)
dt = X

• σ(0, g) = g

A one-to-one correspondence exists between one-parameter subgroups of G and Left invariant vec-
tor fields on G. An Exponential map is generally used to map a Lie algebra to its Lie group. I.e. we
can use an exponential map to get the one parameter transformations from a given X.

σ(t) = exp(tX) (7.10)

Figure 7.5: Mappings in Lie group

The justification for using this map is that it satisfies all the commutative rules. Note that
exp(0) = e, i.e., the identity element and exp map help capture only the local group structure
from the Lie algebra.

With the above mathematical background, we can now move to the main problem of interest;
namely, i) Diffeomorphic registration, ii) Brain Template, iii) Brain Aging Model, and finally, an
approach to study iv)Aging Trend Analysis across Populations using the aforementioned tools.

Let us begin by summarizing the key points relevant to a diffeomorphism.

• If f : M → N is a diffeomorphism, then the derivative df(p) : TpM → Tf(p)N is a vector
space.

• A smooth vector field X on M is a smooth map X :M → Rk with all X(p) ∈ TpM .

• Smooth vector fields on M form a real vector space, and for an open interval I, a smooth map
γ : I →M is called the integral curve of vector field if σ̇(t) = X(σ(t))

• A vector field X is said to be complete if, for p0 ∈ M , there is an integral curve σ(0) = p0.
Every vector field on M is complete for a compact manifold (closed and bounded).

• Analogy between Lie groups and Diffeomorphisms only works well when the manifold M is
compact (i.e., closed and bounded).
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