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Congenital glaucoma, a complex and diverse condition, presents considerable difficulties in its
identification and categorization. This research used Next Generation Sequencing (NGS) whole-exome
data to create a categorization framework using machine learning methods. This study specifically
investigated the effectiveness of decision tree, random forests, and support vector classification (SVC)
algorithms in distinguishing different glaucoma genotypes. Proposed methodology used a range

of genomic characteristics, such as percentage variation, PhyloP scores, and Grantham scores, to
comprehensively understand the genetic pathways that contribute to the illness. This investigation
showed that Decision Tree and Random Forest algorithms consistently performed better than earlier
techniques in identifying congenital glaucoma subtypes. These algorithms demonstrated outstanding
accuracy and resilience. The findings highlight the capacity of machine learning methods to reveal
complex patterns in NGS data, therefore improving the proposed comprehension of the causes of
congenital glaucoma. Moreover, the knowledge obtained from this research shows potential for
enhancing the accuracy of diagnoses and developing tailored treatment approaches for afflicted
people.
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Glaucoma is an aggregation of eye diseases that stems from neurological impairment of the optic nerve affecting
vision in either one or both eyes!. The optic nerve gradually deteriorates and develops a blind spot in the vision.
This damage emanates visual field defects leading to stone blindness if left untreated. With this severity, by 2010,
60.5 million individuals were affected by glaucoma?, and projected to affect over 111 million around the globe
by 20403, This rapidly increasing disease primarily affects the elderly population, therefore, effective healthcare
strategies require early prediction for the prevalence of this disease. This congenital disease is developed through
hereditary, environmental, and several other factors*. Glaucoma development is influenced by several factors
including specific genes that significantly contribute, to causing this congenital disease, worldwide and within
individual populations’.

Genetic analysis of glaucoma is a challenging task due to genetic heterogeneity, population-specific variations,
complex inheritance patterns, limited genetic studies, phenotype variability, and technological limitations®. The
challenge with the illness arises from whether it is heterogenic, whereby many genes cause the same medical type
or whether one gene result in diverse clinical features’. Still, clinical genetic genealogy and association studies
have proven to be quite helpful in categorizing pathogenic mutations and ‘low frequency’ and ‘high frequency’
polymorphisms genetic changes®. These features have been discovered to happen at higher charges in suffered
individuals in contrast to control inhabitants of non-affected, wholesome people®. Genetic predisposition,
the likelihood of developing the congenital disease is a primary contributing factor to glaucoma. However,
environmental variables, i.e., high intraocular pressure, also contribute to developing the disease!®. Emergent
glaucoma and its subtypes are far from guaranteed for every country and race'!.
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Linkage with in addition 80 genes by the genome-wide association studies (GWAS) to primary open-angle
glaucoma (POAG), are the widespread type!>!3. It shows that these genes cause differences in the health status of
optic nerve cells, drainage, and aqueous humor formation. The former analyses revealed that POAG is polygenic
and characterized by multilayered inheritance together with numerous gene and ecological factor interactions.
Nevertheless, identifying these genetic predispositions are useful in creating early-screening measures and/
or individual-specific treatment modalities to prevent blindness'®. Gene mutations are not the special cause
of inherited eye problems. However, some forms of alterations recognized as epigenetic factors that interfere
with Gene expression except for affecting the DNA coding itself, may in principle be involved'®. Additionally,
the interaction of genes and environment influences the severity and progression of the disease. For instance,
glaucoma may only develop in people with the characteristic of a particular POAG susceptibility gene in case of
long-term high intraocular pressure caused by other diseases'®.

Conventionally, diagnosing congenital glaucoma relies on vigilant parental analysis, well-thought healthcare
expert analysis, and comprehensive clinical examinations'”. These well-established methods led to significant
success. However, this approach often involves uncertainty as critical time lost in this process may lead to the
onset of blindness. Therefore, novel methods are required to diagnose this congenital disease at the outset which
can assist in the pre-symptomatic treatment of this disease. The convergence of Next-Generation Sequencing
(NGS) and Artificial Intelligence (AI) technologies changes the glaucoma diagnostic methods that can assist in
identifying it at the gene level'. It paves the way to identify new possibilities of detecting it at the earlier stage
tailoring treatments to individual patients, and envisioning a future with improved vision.

NGS is a technology set that has transformed genomics studies by enabling high throughput and cost-effective
RNA and DNA sequencing®. The application of NGS is extended to identify genetic mutations in diseases
e.g., cancer and glaucoma, identification of pathogens, livestock breeding, genetic variation and evolutionary
relationships, and environmental genomics?’. This technology facilitates the identification of genetic factors
linked with glaucoma for early detection, personalized treatment plans, and innovative therapeutic approaches?.
NGS significantly identifies the mutation associated with POAG and screening of various genes e.g., Myocilin
(MYOC), and Optineurin (OPTN), while Buphthalmos (GLC3A) and Cytochrome P450 Family 1 Subfamily B
Member 1 (CYP1B1) are associated with this congenital disease?.

Al is remodeling disease identification at the gene level collaborating with the newly developed NGS
technology?. It deals with rapid sequencing of the entire genome which generates enormous amounts of data
that is important for identifying genetic variation associated with disease. Therefore, advanced computational
algorithms are required to analyze the data’s sheer volume and complexity effectively. With the ability to process
large datasets, machine learning models are trained to identify patterns and correlations in genetic data®*, leading
to the prediction of disease susceptibility, progression, and response to treatments. Machine learning algorithms
can be used for the discovery of the precise genetic markers linked to various types of glaucoma which are
significantly assisting in early diagnosis that involves identifying people at risk of developing a condition, pre-
symptomatically.

Vast quantities of data such as retinal images, medical records, and even genetic information are used to
identify complex and minute quantities of anomalous patterns. Machine learning models with their capacity
to recognize intricate patterns in data, then examine this map and find tiny genetic variants associated with
congenital glaucoma. The disease’s minuscule irregularities in the trabecular meshwork, subtle alterations
in retinal blood circulation, or even nuanced variations in tear composition can be identified using learning
algorithms. This keen observation allows for quicker and more precise diagnosis, frequently detecting issues
before visible symptoms appear. Every instance of congenital glaucoma is distinct, and a standardized approach
to therapy is no longer adequate. Al and NGS may facilitate specific treatment plans by comprehending the
distinct genetic profile of each youngster. These programs are adjusted to optimize the effectiveness of therapy
while reducing adverse effects, providing each individual with a personalized path to recovery. Al and NGS can
use a more comprehensive knowledge of the specific risk factors and pathways of disease development related to
congenital glaucoma to accurately forecast the probable trajectory of the illness. This enables the optimization
of long-term management techniques, allowing families to make well-informed choices about their child’s care,
and an in-depth awareness of their unique path.

Personalized medicine involves customizing treatment approaches according to an individuals distinct
genetic profile, to optimize treatment effectiveness while avoiding adverse reactions. Predictive insights
which are gaining an understanding of the patterns of development associated with certain genetic markers
may enhance the accuracy of prediction and guide long-term strategies in managing the condition. With the
existing trend in heredity studies, early diagnosis of diseases with, there is hope of managing glaucoma and
preventing vision loss. The advancements made in identifying gene markers for glaucoma coupled with the
development of artificial intelligence-based diagnostic model is of advantage to scholars and enthusiasts in the
field. The proposed framework (GAINSeq) has implications which suggest the above included some significant
advancements in ophthalmology and other further implications which concern the comprehensive parameters
of medicine and health at large. The contributions we have made are listed as follows,

o A GAINSeq framework is proposed for a proficient glaucoma eye disease’s identification with significant
accuracy.

o In the proposed framework, machine learning models are employed to differentiate various genetic traits
associated with glaucoma. This is achieved with the help of the algorithmic models ability to unmask hidden
trends and patterns in the Next Generation Sequencing (NGS) data.

« The purpose is to take proactive precautions to recognize individuals with a higher genetic inclination out-
come in early therapy and avoid visual loss.
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« The intended aims are to utilize prevention strategies that ensure that people who have high genetic dispo-
sition rate are given early treatments to help prevent instances of visual loss. A pre-symptomatic method is
applied because the patients can avail accurate detection and subsequent effective treatment to avert cheap
expensive treatments at later stages reducing overall costs for the individuals and the health care systems.

o The goal line is therefore to discover what constraints or restrictions there are to the application of progressive
analysis particularly with regard to eye diseases using genetic data.

Literature review

Algorithmic ability, also termed as methodological, is defined as the creation of algorithms using data and
analysis derived from data science, mathematics and computer science?. This expertise is used for data analysis
to steer into the appropriate algorithms that are efficient in decision making in the health domain?®?’. The
machine learning algorithms meant for glaucoma screening and the segmentation and classification of fundus
image collection is described?®. In cases of glaucoma, computational intelligence is normally collaborating with
human intelligence?. Algorithms are often implemented in particular types of health care services, for example,
in ophthalmology clinics®®. Along with the human ophthalmologist, the application with Food and Drug
Administration (FDA) approval integrated with AI diagnoses diabetic retinopathy’!. The research illustrates
the efficient use of machine learning techniques in the diagnosis of diabetic retinopathy®2. A study suggested a
model, with the necessary improvements, that can be used in clinical decision making for various conditions
such as lung infections and diabetic retinopathy®>. However, other applications have also been created that
utilities AT algorithms to diagnose glaucoma via fundus photographs®. Some of portable fundus photography
cameras have been developed in this context. These gadgets are movable, cheap and are developed in such a
way that one does not need to be a professional in computers in order to use the gadgets. Also, a study done on
telemedicine in glaucoma showed that if more mechanically controlled machines are used, then more precise
and fair results would be forthcoming especially since the machines can be operated by less skilled human beings
in those distant sites®.

Glaucoma is one of the leading contributors to vision loss, affecting about 15% to 20% of mankind, which
requires premature identification®. Incorporating the Al-based approaches of glaucoma detection via fundus
imaging to screening mechanisms has the potential to eliminate some of the drawbacks of human involvement
including bias and fatigue while at the same time allowing for large scale screening at affordable costs®’. Such
creativity can assist in taking critical ophthalmic services to areas that are out of reach in remote rural areas
especially in countries that are deficit in the number of proficient and skilled ophthalmologists. The use of
Automated image explanation’s real-life practice in front-line care of eyes is expected to grow significantly in the
future primarily due to its use in the screening as well as in referral decision and patient specialization®. Thus,
even in countries and facilities with apparent excess of resources such as the National Health Service (NHS) in
the United Kingdom, application of AI for referral improvement contributes to addressing the problem of the
excess demand for outpatient planning and the number of mistakes in referrals®.

In a clinical scenario, the diagnosis of glaucomatous optic nerve impairment utilize optical coherence
tomography (OCT) imaging, visual field with Standard Automated Perimetry (SAP) and clinical assessment of
the optic disc (OD). In other words, to arrive at the definitive diagnosis of glaucoma, one has to use tests with
high sensitivity and specificity*’. Probably fundus images can be used in populace-based glaucoma screening
as they are comfortable and often used for OD differentiation which as it makes sense helps in glaucoma
identification*!. Many studies investigate and process the correct detection of nerve fiber layer defects (NFLDs)
in glaucoma prognosis through retinal fundus images are reviewed in the study?*?. This paper outlines the use
of architectural techniques, computational analysis techniques, and morphological analysis to determine the
attenuation of neuropathic fiber*®. The authors developed a fresh OCT dataset and presented a new CNN,
termed TurkerNeXt, and according to the conclusions and classification results, the TurkerNeXt model exhibited
remarkable classification performance.

The investigations demonstrate that timely detection of the retinal nerve fiber layer (RNFL) abnormalities is
important for clinical practice and give an idea about the challenges in precise identification of pathogenic and
referential changes in the RNFL*. This procedure is straightforward and inexpensive and has shown a prospect
to identify cases in some groupings. However, the amount of experts are mandatory to grade pictures manually
as well as the variations between completely different observers and inside the similar observer, along with
circumstances resembling extreme refractive errors. Hence, the practice of using Al-enhanced algorithms for
grading pictures to improve the diagnosis of glaucoma analysis of the synthesized image cluster is an exciting
idea®. In extension with this, artificial intelligence in ophthalmology is used to address common problems
such as diabetic retinopathy, age-related macular degeneration, glaucoma, prematurity retinopathy, congenital
glaucoma, and retinal vein occlusion®”.

Sinthanayothin et al. described the method for the recognition of OD, fovea, and blood vessels from hue
fundus images*®. Since then, numerous works have been able to reproduce the segmentation and has considered
it an indispensable requisite for using algorithms for diagnosing glaucoma based on fundus images. In the long
course, these images were utilized as an input set in the diagnostic assessment of glaucoma with the help of
Al approaches®. In the pursued article the author suggests an approach for the identification of the optic disc
from the retinal images. This approach employs a classifier model where the model is trained with a structured
learning methodology for creating an edge map of the OD*. After that, the layout of the OD is identified by
threshold and circular Hough transform for detecting the outer boundary of the OD. In three public-available
datasets, the method is rated and corroborates encouraging results, extracting the morphology-based and the
template-based approaches®!. The studies demonstrate how important is to localize and segment the OD with
high accuracy in order to diagnose their eye deformities including glaucoma and diabetic retinopathy®2. The
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specified strategies provide rather positive outcomes; these strategies can potentially improve the correctness of
OD segmentation™.

Using the regions of analysis of the optic disc and the optic cup from the retinal fundus picture, a new approach
to the treatment of glaucoma is provided. The support vector machine is used as classifier while segmenting the
image and extracting features from the image was performed by simple linear iterative clustering (SLIC)**. A
study shows the implementation of the Histogram of Oriented Gradients (HOG) and Artificial Neural Networks
(ANN) to extract textural features from fundus images, achieving high classification accuracy®. The proposed
approach ensures better capability of distinguishing between persons with glaucoma and those without it
because it separates the optic disc from the cup more accurately®®. To evaluate the reliability of the deep learning
system to diagnose Glaucomatous Optic Neuropathy (GON) using fundus photographs the authors employed
the algorithm that provided the results with high sensitivity and specificity level®’. Furthermore, the study
focused on ways of enhancing and calibrating the algorithm and the methodologies used to assess the parameters
that went into categorization®®. Despite, the study has the strength of having a large sample size, however, it is
limited to the hospitals in China®. For the assessment at particular demographic groups and the number of
ophthalmologic illnesses where the particular algorithm may prove beneficial, further study is needed.

More economical forms of detection are suggested, for example, Optical Coherence Tomography and
Heidelberg Retinal Tomography®. The technique involves as identifying and segmenting unique features such
as the cup to the disc ratio and number of blood vessels in the digital fundus images®'. The variables used to
train and test the neural network classifier makes the distinction of the images as normal or showing symptoms
of glaucoma efficient. The results shown in the paper prove that the identified traits are significant in clinical
diagnosis of glaucoma because the derived system results insensitivity of upto 100% and specificity of upto
80% in the process of categorizing glaucoma automatically®’. These are the findings which suggest that the
suggested approach is plausible, cost efficient and effective in the diagnosis of glaucoma and can be a convincing
substitute to other expensive diagnostic strategies. Diagnosing glaucoma, which is responsible for significant
irreversible blindness, with the help of hyperanalytic wavelet processing and a Particle Swarm Optimization
(PSO) technique®. The main goal of the suggested approach is to facilitate the early identification of glaucoma
with screening programs in order to prevent the development of the diseases?.

The segmentation of the fundus images and the use of the structured learning may diagnose glaucoma.
However, the approaches have achieved an accuracy of upto 95% with a positive diagnosis®’. Pre-processing is
one of the phases that are part of computer-assisted identification of various features involved in the diagnosis of
eye pathology, of which identification of the optic disc is a recognition phase. Another approach to successfully
locating the optic disc may require applying structured learning in a way that involves training a classifier model
in the shapes of the optic disc®®. The edge map, which was previously obtained, is then threshold so as to create
a binary image. This binary image is then processed using the circle Hough transform so as to estimate the
boundary of the optic disc by fitting a circle. The focus on the algorithm and its efficiency will be discussed
further in the context of the evaluation of the said publicly available datasets for OD segmentation®.

The fundus images are utilized to train a neural network and the overall efficiency of the method in diagnosing
glaucoma from the 1426 cases is at 98% and is tested in terms of sensitivity and specificity®”*®. Another
comprehensive deep learning network for evaluating the extensiveness of the injuries of the optic nerve resulting
from glaucoma using the fundus images, is presented®. Other studies focus on deep learning algorithms to
detect and quantify the glaucomatous damage from images of optic disc’. The method uses training via the
quantitative spectral-domain OCT data and proved to have a strong relation in concordance with the actual
observations’!. Considering the results of glaucomatous damage detection, the enhanced performance by the
algorithm is revealed particularly for persons of African descent thus suggesting that this method may be useful
in performing remote ophthalmology programs or settings where OCT might not be used. Likewise, the CNN
model meant for the detection of glaucoma with the help of retinal fundus images is developed with an average
accuracy of 98%. Only 13 percent accuracy rate and is capable of sustaining this level of performance through as
many cycles as noted in the study’?.

Although tomographic techniques are more valuable in the visualization of structural changes within the
eye, the unidentified interactions among the multiple inherited factors that constitute the risk and progression
of glaucoma needs to be studied. This could be due to the fact that the disease has hereditary characteristics
and since it may present in dynamism where the type of glaucoma may also present various genetic features for
instance POAG and ACG which exhibit various genetic predisposing factors, further research is needed on the
genetic aspect of the illness. Therefore, determining specific genetic characteristics related to certain types of
glaucoma is significantly useful due to the possibility of recognizing the disease pre-symptomatically to perform
pertinent prevention efforts. More specifically, doctors can easily intervene before the current symptoms
of glaucoma in these patients and ensure that those most at risk of these complications receive appropriate
treatment, patient outcomes can be improved and sightlessness prevented.

Proposed glaucoma identification scheme

In the proposed framework, the DNA and gene testing tools with modeling are combined to perform the
glaucoma analysis with various machine learning models to identify the disease at early stages. The proposed
framework employs a database of genetic sequences of several patients with different types of genetic eye disease.
The proposed work is focused on the details of the genotypes responsible for different forms of glaucoma to be
identified and categorized. To enhance the outcomes, classification models are employed such as SVM, Random
Forest and Decision tree during the development of the identification system as depicted in Fig. 1. This approach
proves useful in handling genetic information and makes it possible to identify biomarkers that are likely linked
to the susceptibility of glaucoma progression over time.
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Fig. 1. The overall setup of the proposed framework for identification of glaucoma on the NGS data.

Machine learning models are trained and validated based on two different sets of data split with significant
ratios. The validation of the trained modes is required to generalize the impact of the models on the number
of patients with diverse genetic sequencing data. Genetic information is analyzed to understand the molecular
nature of diseases i.e., glaucoma, that depends on numerous genetic markers existing in human genes. The key
information includes single nucleotide polymorphism (SNP), insertions, deletions, references, Grantham score,
and Phylop. In other parts of the genome, the SNPs may be substituted by a single nucleotide. These particular
SNPs are considered to be associated with the risk of occurrence and the progression of the disease. Complex
genetic variations exist that dictate fairly challenging problems to elucidate how these variations impact complex
diseases such as glaucoma. In case, when changes exist the probability calculations call for more elaborate
computational methods that are highly effective. These approaches distinguish between different genetic states
at a fundamental level including, for instance, homozygous and heterozygous alleles. The former alleles represent
those genes that are the same as the genes inherited from both parents while later alleles represent the genes
that are different from the genes of both parents, but inherited from them. Considering the fact that both
homozygous as well as heterozygous admixture genotypes are involved in the determination of the subject’s
genetic predisposing factor in glaucoma, it is necessary to define homozygous and heterozygous clearly. This
distinction is particularly significant, especially while assessing the inheritance structure and allelic combination
that defines the prevalence of the condition. For example, specific genetic differences involve situations where
the expression of a gene is masked till the recessive gene from both the parent’s surface with the trait.

To display the disease phenotype, one has to be a carrier of two alleles of a gene which are responsible for a
certain disease. The other type is the prime model, in which carrying a variation allele referred to as heterozygous
is enough to raise the probability of the illness. The methods of categorization are presented in order to provide
the tools for classifying genetic information based on certain parameters. This allows the identification of
clusters and relationships which are important to several features concerning the vulnerability and onset of
glaucoma. This makes it easier to sort all individuals depending on their genetic past and thus allows researchers
to determine the possibility of getting glaucoma depending on the genetic pleomorphism homozygous as well
as the heterozygous choices made.

Data collection

Next-generation sequencing (NGS) is a set of genomic sequencing technologies that have been at the forefront
of making DNA sequencing much more efficient and for a much higher throughput. This has resulted in a
lot of developmental changes, especially regarding genomes and clinical analysis. Present-day technologies in
NGS equipment are capable of processing millions to billions of DNA fragments at a time thereby increasing
the speed and decreasing costs. This is different from the Sanger Sequencing technique which concerns the
sequencing of one portion of the DNA strand at a time. While it is possible to sequence millions to billions
of DNA fragments at one time, compared to the Sanger sequencing technology that can only pile-sequence
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thousands of DNA fragments, next-generation or massively parallel sequencing systems exist. High-throughput
sequencing equipment is employed, and the major data analyzed within this research are sourced from the NGS
approach. The NGS technique is one of the most revolutionary advancements made in the field of genomics
enabling the sequencing of large DNA molecules in terms of time and cost.

The process currently used in NGS involves the simultaneous clonal amplification of the DNA fragments and
the identification of each fragment in terms of the sequence of nucleotides using fluorescence-tagged nucleotides.
The approach is based on the sequencing by synthesis (SBS) scheme that forms a methodological basis for NGS.
The method typically includes (i) Library development (ii) Cluster generation (iii) Sequencing (iv) Imaging,
and (v) Data analysis. The next-generation sequence includes the formation of a DNA Library. To prepare the
required fragment of DNA a procedure of fragmentation and addition of adapters to the fragment is performed.
These adapters are used in amplification and incorporation of DNA fragments and further sequencing of these
fragments which include specific sequences that are unique to the used sequencing platform. Afterward, these
DNA fragments are attached to firm support that can include a slide of glass or flow cell by ways of cluster
generation, or emulsion PCR. This is a preliminary stage of performing the clustering which is used in the
generation of the clusters. Thus, the process includes the formation of clusters which are composed of several
copies of a similar DNA piece, instead of single-stranded circular DNA molecules and linear chromosomes.

The sequencing strategy is based on Sequencing by Synthesis (SBS) which includes the incorporation of
the fluorophore-labeled nucleotides into the DNA chain. The phenomenon referred to as the hierarchical
organization is called sequencing it implies that the respective set of actions is grouped into different categories,
where each of the actions is done in respect of a certain group of objects. The sequencing device employs the use
of a photo-optical detector that can distinguish the fluorophore label for the complementary nucleotide of the
incorporated nucleotide. The overarching method used to describe NGS is sequencing by synthesis, although
this is implemented with some differences in chemical reactions and nucleotide recognition platforms across
the NGS systems. Then, a surface image is taken to capture the fluorescence associated with the integration of
the cluster after every cycle of integration. At the end of the specific imaging procedure, it is possible to obtain
nucleotide sequence at any given position within the DNA fragment. To obtain further information from the
data produced by the NGS equipment, such data needs to be processed and analyzed with the help of tools and
methods linked to Bioinformatics. The following processes are included: This is through base calling which
translates the sample into nucleotide sequences, read alignment which superimposes the sequenced reads,
variant calling followed by downstream analysis which gives the meaning and interpretation of the sequenced
information derived from the data.

NGS begins with a sample of interest, from which small DNA fragments, referred to as reads, are extracted.
The readings are then sequenced using a NGS apparatus. Once data is processed and the assessment is done, it
reconstructs the DNA sequence, concludes about the genetic difference and then acquires the biological nutrient.
In the last few years NGS has enormously affected many areas including genetics, cancer detection, infectious
disease studies and personalizing treatment in both the basic research and clinical applications. It can be stated
that NGS plays a significant role in understanding the molecular mechanisms of diseases, comprehending the
multifactorial genetic characteristics, and contributing to the development of the precision medicine projects
because of its highly versatile, applicable, and efficient nature.

Dataset characteristics

This study was conducted in accordance with the ethical standards of the Declaration of Helsinki and was
approved by the Institutional Ethics Committee of the Department of Biological and Health Sciences, Pak- Austria
Fachhochschule: Institute of Applied Sciences and Technology (PAF-IAST/2021/08). Individuals clinically
diagnosed with glaucoma were recruited after a detailed clinical evaluation. Before participation, written informed
consent was obtained from all individuals. Blood samples were collected using ethylenediaminetetraacetic acid
(EDTA) vacutainers, after which genomic DNA was extracted and subjected to Next-Generation Sequencing
(NGS) for further analysis. All genetic and clinical data used in this study were de-identified prior to analysis to
ensure patient anonymity.

In this study, the employed dataset composed of fifteen participants. Genetic data and clinical data in
seventy-seven aspects related to the examination of glaucoma are used’®. Figure 2 shows several important
characteristics with correlation matrix Heatmap which visualizes the pairwise correlations between different
features in the dataset. The color scale ranges from -1 to 1, where red indicates a strong positive correlation,
blue indicates a strong negative correlation, and shades closer to white represent weaker correlations. The
matrix helps identify linear relationships between variables. For instance, a high correlation between the feature
Grantham Score and and the PhyloP Score suggests that these features positively affect each other. While the
feature Novel allele mean QV and the SNP Frequency feature inversely affect each other. This type of analysis is
crucial for selecting features in multivariate analyses and understanding how attributes influence each other in
genomic studies. These emphasized characteristics features help in understanding the hereditary feature of the
glaucoma case. It is not limited to genetic markers and effects only but also touches grades of clinical diseases
and demographic features. These variables relate to certain features of the disease manifestation which includes
Index of Performance (IoP), morphology of optic nerve, the preexisting family history of the disease, and genetic
prognosis for glaucoma respectively.

Data cleaning procedure

The initial data analysis represents that the newly collected dataset contains missing values in connection to
several parameters. The occurrence of such conditions leads to possibility of getting inaccurate or biased data
in the course of the study. Therefore, data wrangling is performed which include addressing of the null values
and adequately managed in the data pre-processing step before the actual analysis whereby a detailed cleaning
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Fig. 2. The correlation matrix of various features of the extracted data through NGS technology.

of data is conducted to ensure that the level of unwanted null values is reduced to the required tolerable limit.
To this end, the intended goal is to apply data imputation methods including mean or median. Some of these
elements include, predicting of missing values using the data which is gathered previously. The data wrangling
helps to prevent the subsequent analytical data from being sparse of valuable information that could represent
the totality of what had been under analysis. The conservative approach that is adopted in handling of the issue
leads to enhanced data analysis.

Features selection

The genetic variation percentage mean the measure of the genetic changes that exist in the population being
analyzed. It shows how, while involved in the process of gene sequencing, they take an opportunity to create
awareness by presenting the feature variation reads. These reads when aligned against a reference sequence can
show a variance or variant from the sequence. Besides snips, these modifications can be described as variations
and include such aspects as insertions, deletions and other genetic changes. A key component in such processes
as a study of genetic variations within a given community and identification of disease associated genes in
specific persons is the comparison of variations in genetic readings. By comparing these variance readings with
that of other people or population, it is possible to identify if there are genetic changes that will predispose an
individual to get an illness or any other favorable or unfavorable characteristics. Likewise, the genetic flags to
which the matter specialist assigns a variation percentage of 80% or below would be classified as homozygous.
Such markers are assumed to be dangerous if PhyloP values drop below 2 and the Grantham score crosses
over 150 scores. This has laid down some useful guidelines for determining the utility of genetic variations and
ascertaining whether they are or are likely to be caused by genetic selection.

The correlation of the key features is shown in Fig. 3 which provides a visual representation of the relationships
and distributions for key numerical variables, including % variation, reads, Grantham Score, and PhyloP Score.
Each diagonal plot shows the kernel density estimate (KDE) for the distribution of each variable, offering
insights into the spread and skewness. The off-diagonal scatter plots reveal relationships between variables; for
example, the plot between reads and % variation shows a dispersed relationship without a clear linear trend.
This type of visualization is helpful in identifying potential patterns, outliers, or non-linear relationships that
may not be evident from the correlation matrix alone. In the case of glaucoma, this makes a practical distinction
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Fig. 3. The pair plot analysis of the key features of the DNA sequencing.

of the genetic factors from clinical features possible by engaging many dimensions. This makes it possible to
get a better understanding of how some of the genetic factors can affect the clinical factors. This characteristic
called the Work-in-Progress allows the researchers to study the relationships, the rhythms, and the links of
certain characteristics. Thus, it is possible to prospect new genetic markers, to develop the prognostic markers,
and to study genotype-phenotype correlations which are essential for the diagnostics and the treatment of the
glaucoma. Collectively all the characteristic offers an angle of view on the disease.

Implementation of classification techniques

This article involves the use of classification methods for the entire research process. These methods employ
different machine learning models to classify existing data into different classes depending on the assigned
attributes. The three types of classification approach include the Support Vector Machine (SVM), Random Forest,
and Decision Tree Classifier. These algorithms have a specific architectural and methodological implementation
to solve the problem.

Support vector machine (SVM)

A supervised machine learning model used for categorized and continuous data analysis. SVMs define the
range of distinction between data labels or outcomes. For data categorization, SVMs identify a hyperplane that
maps data points into different categories or classes while defining an optimal separator for the classification
tasks. The SVM aims to find the optimal hyperplane in the feature space separating different data categories
while maximizing the margin. The margin is the maximum width of the parallel line around the hyperplane
containing no internal support vectors. The support vectors are the data points that closely touch the boundaries
of the respective classes. The application of SVM ranges from healthcare care, e.g., disease diagnosis, Disease
Classification, Gene expression, Predictive Modeling, and voice and image recognition’!. Mathematically, the
hyperplane is represented as Eq. 1,
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wix+b=0, (1)

where w is the weight vector, x the feature vector, and b the bias, respectively.

The hyperplane can be easily determined for linearly separable data; however, with overlapping classes, largely
used in real-world applications, SVMs maximize the distance between vectors in the feature space of interest
with the corresponding support vectors. SVMs primarily excel in binary classification problems. For multiclass
problems, SVMs employ strategies such as one-vs-one and one-vs-rest, where multiple binary classifiers are
combined to handle computationally intensive tasks.

Random forest

Random forests are another form of the ensemble learning technique that involves the creation of numerous
decision trees during the learning phase. The strategy provides the mean, be it for regression problems or for
frequencies in classes for classification problems. This was why Random Forest is a compilation of decision trees,
each trained independently of the others.

Random forests are another form of the ensemble learning technique that involves the creation of numerous
decision trees during the learning phase. The strategy provides the mean, be it for regression problems or for
frequencies in classes for classification problems. This was why Random Forest is a compilation of decision trees,
each trained independently of the others.

The present article is concerned with the description of the Binary Recursive Partitioning trees, also known
as the base of trees used in Random Forests. Categorical variables are divided into two categories by using
presumed known binary partitions, which are referred to as splits. Trees are also used to divide the predictor
region into subregions. The “root” node of the formed decision tree comprises each of the structures within the
predictor space. Now, once the predictor space is partitioned, the nodes that do not divide further are known as
the terminal node, and it is on this node that the final partition is made. Any nonterminal node divides into two
descendant nodes, the left and the right, according to the value of one of the predictors.

k
Q= prbw 2)

k#k!

Considering the classification in Eq. (2), assuming there are K classes assign with the number 1, ..., K, the Gini
index is a usual splitting benchmark that is used. Thus, when analysing classification in the context of Eq. (3), it
is apprehended that there are of K classes marked by the numbers 1, ..., K, being the most used criterion is the
Gini index which usually defines the classes K.

1 n
pr=— I =k) 3)
1=1

Decision tree
Supervised learning using the decision tree can be described as the technique of constructing the binary tree
according to specified conditions as shown in Fig. 4. This is particularly the case when it is looked at as way of
partitioning a domain into a number of class. The concept is based upon the act of heuristically partitioning of
a data dominion (node) into two minor dominions until the it reached to final node. To do that, the split should
make the information gained on the subdomains, regarding the original node more significant. Supervised
learning is more developed form of learning that is usually used when classification of the data collected is
necessary. In their informal sense, Information Gain is the extent of information acquired from a given source.
The notation used for the purpose is po, for the probability that the next draw will be class 0, and p1 represents
the predicted value at node, which is the mean value of all the class 1 from the domain specified as D. Suppose
the difference between po and p: is getting closer to unity. It can be easily observed that a particular class
occupies a position that makes any further division of the domain not required. Therefore as the absolute value
of po and p1 goes to zero it implies that the two classes have same influence in that particular area. Therefore,
it is important that a new equation should be formulated which will incorporate these two important variables;
the father separation. Based on the aforementioned situation, we have created two subdomains; D; and Ds.
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Fig. 4. Decision tree with bi-dimensional data domain and outputs a discrete result.
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Probability of class 0 and class 1 from subdomain D; is represented by po while that of class 1 is represented by
p1. If one is efficient then the other is greater than po or g1 is greater than p1 these are subparts of the string. In
order to simplify this explanation, let us assume that value of po is less than competitor’s initial value of go. As it
is the case with the po notation, go can be defined as the extent of po measured below some positive quantity ¢,
as presented in Equations. (4) and (5).

g0 — @1 =[2q0 — 1] = [2(po + &) — 1| = [2po + 2¢ + 1 4)
lgo — 1] =|po + 1 — p1 +2¢ — 1| = |po — p1 + 2¢] (5)

The mathematical Eq. (6) highlights the subsequent inequality (where qo is greater than po).
90 — a1] = [po — p1| (6)

The difference in the inequality above is actually expressed by means of the absolute values that comprise
quantitative measures showing the relative proportion and similarity between the classes in certain subdomains.
The probabilistic measure is another statistic that is effective in achieving the objectives of the optimization
objectives, especially in relation to the decision tree.

Results and discussion

This technique aims at using NGS data in order to diagnose eye diseases with biomarkers for early diagnosis.
Thus, it is essential to bring some brief-focused changes in order to reflect the desired outcome properly. The AI
implemented algorithms of SVC, Decision Tree, and Random Forest has been improved by the complex genomic
data. The integration of the uncertainty demonstrates another and a wider range that is arguably inherent in a set
of uncertainties. Hiding in this text are no mere numbers and quantitative predictions that have been coded in;
they are the results of analyses, experiments and optimizations that remain integrated into our system.

This process involves identification of relevant data in nucleotides produced by NGS then followed by use
of artificial intelligence in categorizing this data. This information is very useful because it’s containing the
important data about the predisposition to genetic disorders. In this article, the true beauty of construct of Al
is rooted in solving the problems related to computer science and biology. It surpasses the point of analysis and
becomes a tool in the learning process that allows one to see differences that would be otherwise extremely
difficult to come by. The spirit of our findings is summarized in the first inference that the combination of AI
with NGS data can impressively transform the diagnostics and go beyond traditional approaches. Earlier, the
diagnosis approaches used the aspect of how patient symptoms looked like in diagnosing them.

Evaluation metrics

Every measure which is basic, or supplementary, such as accuracy, recall, F1 etc., provides a different perspective
for viewing how the arithmetic operations and evaluations of our models are built. By following this approach,
we may be able to make right decisions and further update the algorithms that we currently have. This offers
a more critical analysis of the evaluation categories and benchmarks, and of the related concept, real-world
examples, and better understanding of these parameters.

Precision

By precision, especially of classification, is the degree of how the model is able to correctly identify the positive
instances of the test data. The question it seeks to answer is: “Which constituents fit the definition of the set of
samples that are expected to be positive, and are positive in fact?”

o True positives (TP): this term refers to the situation which the model places a given input data point into
the positive class or the right category.False positives (FP): it is understood as such instances that the model
assigns to the positive risk zone when they should belong to the negative risk zone.

Precision is calculated using the Eq. (7) as follows:

. TP+ FP
P — 7
recision TP (7)
Most of the time, these measures define the proportional (7TPT‘§>F 2 of the samples that were well classified as

positive compared to the total number of positive samples in the given dataset. Higher values suggest that the
model is doing a good job of getting the positive cases of the dataset most of the time thus reducing the chances
of getting it wrong with the negatives.

Recall
Retrieve Sensitivity equally known as the true positive rate is a classification metric adopted for evaluating a
model’s capacity to classify every event from a particular class. The issue at question here is to identify which
of the positive samples, and they can appear in many different modes, were correctly classified as such by the
model.

« False negatives (FN): stands for situations when model actually predicts the negative class while being expect-
ed to predict the positive one.
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Here is a more comprehensive Eq. (8).

TP
Recall = m (8)

Most of the time, these measures define the portion of the samples that were absolutely satisfied as positive
compared to the total number of positive samples in the given dataset. Higher numbers suggest that the model is
doing a good job of getting the positive cases of the dataset most of the time thus reducing the chances of getting
it wrong with the negatives. Hence, it still has it’s significant role in the areas where wrong examples might lead to
harm like in the case of diagnostic tests of medical ailments. When the recall rate is low, it means that the positive
cases are not well identified thus making different true positive cases missed and so making false negatives. This
could pose a possible issue in circumstances that involve having the means to preview all positive events.

Fl-score

The F1 score is a classification performance measure for use that takes both the precision of the model as well
as the recall into consideration. It provides an objective prognosis of ‘how well’ the experiment worked out for
the corresponding model. The F1 score is calculated as the average of accuracy and recall as is evident in the
formula in Eq. (9).

2 X Precision X Recall
F1 = Seore = Precision x Recall ©)

It gives more importance to small values and that is why the F1-score is exact in-between. At the first point, we
know the points of maximum gain, at the same time, point zero gives the minimum fit. Therefore, precision is
100 percent while recall is also 100 percent. The F1-score is particularly appropriate to be used since it offers a
fine measure of how precise the speech measurement of a certain context is while also giving the extent of which
it covers the pertinent speech measurement required. It is particularly useful in situations where there is a large
number of positive cases or a large number of negative cases so that the cases are not misdiagnosed. Further, the
F1-score can be optimized for the aim of comparing numerous models within the same set and especially in the
cases where the several classes substantially differs from others.

Accuracy

In classification accuracy is a crucial scale because it describes the overall quality of the prediction developed by
a particular model. The query it responds to is: “Out of all the samples present within the obtained dataset, how
many did the model get to classify correctly?”

 True Negatives (TN): These are the instances when labeled as such there is actually no existence of the positive
class according to the model.

Accuracy is evaluated by performing calculation as follows: Accuracy Ac is calculated by using a formula such
as the one shown in Eq. (10).

TP +TN

Ac= ——1———
¢ TotalSamples

(10)

Accuracy is a scale which quantifies the proportion of total number of samples classify accurately, including the
positive ones and the negative ones in relation to the total sum of sample in the dataset. The overall measure that
is employed frequently to evaluate the effectiveness uniformly of a classification algorithm is named as accuracy.
As it does not involve any complex calculations and is very simple to use, it is used more often to test the model
for its efficiency especially when working on the data set which has equivalent count of classes. Nevertheless,
accuracy improbable suitable especially when; the classes are skewed. Presuming, the accuracy of the algorithm
is high it may mean that it has a high tendency of predicting the most frequent class for all the instances.

The comparison with existing work

Some studies that use Machine Learning Classifier (MLC) in retinal imaging for disease identification are
presented in Table 1 for comparison. In each of these studies, the size of the population, the type of imaging
done and the measured performance are different. Medeiros et al.%’ analyzed OCT images with an accuracy
83.7%. Kim et al.** also used OCT images, and reported higher performance with 98% accuracy. The respective
authors Townsend et al.”> employed cSLO images, but without published accuracy figures. The authors of Uchida
et al.”® used cSLO images, with an accuracy of 92%. This comparison shows that the diagnostic accuracy may
differ among the studies due to differences of imaging technology and validation protocols contrasts in terms of
imaging technique, and reported performance metrics. The GAINSeq (proposed) model used Random Forest,
Decision Tree, and SVM algorithms using NGS data with an 80 : 20 training to testing ratio. The random forest
score 99%, the decision tree, and the SVM models achieved accuracies of 99% and 92%, respectively.

The following Table 2 shows the comparison of different contemporary ML approaches aimed segmentation
of optic cup in fundus images’”. It depicts the overall accuracy of the proposed sequence (GAINSeq) methods on
the different classes of diseases compared with the accuracy documented in earlier research works. The Random
Forest approach also gives a 99% accuracy level which is higher than 97% accuracy level documented in the
literature. Slightly similarly, the Decision Tree technique gives a 99% accuracy, which is way higher than the
earlier claimed 91%. However, the SVM method being proposed gives an accuracy of 92%, which can be seen
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Authors Data type Al type Accuracy

Medeiros et al.® OCT images | Machine learning classifier (MLC) | 83.70%

Kim et al.% OCT images | Machine learning classifier (MLC) | 98%

Townsend et al.” cSLO images | Machine learning classifier (MLC) | -

Uchida et al.”® cSLO images | Machine learning classifier (MLC) | 92%
Random forest 99%

GAINSeq (proposed) | NGS data Decision tree 99%
SVM 92%

Table 1. Comparison of studies using MLC in retinal imaging for disease detection.

Accuracy
Method Framework GAINSeq | Literature
Random forest | Optic cup segmentation | 99% 97%
Decision tree | Optic cup segmentation | 99% 91%
SVM Optic cup segmentation | 92% 93%

Table 2. Comparison between existing image based work with proposed GAINSeq using NGS data on same
Al 'models.

Accuracy
Method Framework GAINSeq | Literature
Random forest | Binary classification models | 99% 72.62%
Decision tree | Binary classification models | 99% 77.92%
SVM Binary classification models | 92% 71.96%

Table 3. The comparison table of prior FASTA-based work with the GAINSeq.

Precision Recall Fl-score Accuracy
Classifier Target | Test | Train | Test | Train | Test | Train | Test | Train
Homo |0.99 |1 1 1 1 1
Random forest 99% | 100%
Hetro |1 1 091 |1 095 |1

Table 4. Random forest classification evaluation matrices.

to be less from the 93% stated in the current research. The comparison shows that the proposed Random Forest
and Decision Tree outperform currently used ones while the proposed SVM method performs slightly worse.

Table 3 provides a comparison of three binary classification models of Random Forests, Decision Trees, and
SVMs that was used in the UniProt’® dataset. The reliability of these methods is then checked in the framework
suggested as well as comparison with results from literature. For the proposed framework, Random Forest and
Decision Tree algorithms both get an accuracy of 99 percent which is higher than the previous experiment. On
the other hand, SVM method yields a proposed accuracy of 92% slightly higher than the literature accuracy of
71.96%. Such a comparison highlights the efficacy of the suggested approaches in improving the classification
accuracy in binary classification problems.

Random forest
In order to develop highly respectable and accurate classification models, one ought to have a good understanding
about performance criteria. Accuracy, recall, Precision and F1 measures are some of the measures that depict the
ability or power of the model in predicting over the classes as being accurate or not. Classification of datasets is
very sensitive within Random Forest one of the most diverse forms of ensemble learning, with high and absolute
accuracy and over-fitting. In this part, the performance assessment of the Random Forest Classifier model is
explained briefly. It elaborates on how the model works in predicting the outcomes and how they came up with
the measures of F1-Score accuracy, precision, and recall. Table 4 shows the assessment measurements of the
random forest algorithm.

Precision measures the ability to predict positive cases by the model. The Homozygous class has a precision
value at 99% out of the total samples in this class depicting that the classifier correctly classified this class samples.
On the other hand, the precision of the Hetrozygous category is comparatively higher up to 1.00. All samples
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Fig. 5. Random forest confusion matrices.

Precision Recall Fl-score Accuracy
Classifier Target | Test | Train | Test | Train | Test | Train | Test | Train
Hetro {096 | 0.96 |0.95 |1 0.96 | 0.98
Support vector machine 92% | 96%
Homo |0.38 | 093 |045 |0.62 |0.42 |0.75

Table 5. Support vector classifier evaluation matrices.

predicted as ‘Homozygous’ were correctly identified in all the analyzed cases, thus the precision of the model is
100%.

Recall or sensitivity is the measure of how well the model makes correct predictions of positive cases all by
itself. It suggests that for the ‘Homozygous’ class, recall is exactly 1 meaning there was no misidentification of
the samples from this class; all the 15 real ‘Homozygous’ samples were correctly recognized by the model. Note
that the recall for the “Hetrozygous” class is 0.91 which means that from all the actual “Hetrozygous” 91% were
correctly recalled by the classifier. It is calculated as the simple average of the standard setups of precision and
the measurement of the recall, and it is the best measure of the performance of a model. That is why the value
of the F1-Score of the class “Homozygous” equals 1, which speaks about the perfect share the precision and the
recall. Yet the F1-score of this model was 0.95 regarding the Macro-average for ‘Hetrozygous’ class. Accuracy
can be described as a level of the plan and its predictions range at which the model is accurate or close to the
target. Concisely, to the Random forest classifier, it has been seen a value of test accuracy as 0.99 Which means
99 percent samples are classified correctly.

From confusion matrix of the Random Forest Classifier, we get the overall performance of the model in
classifying the dataset into two classes. Based on the analysis above, the results of the evaluation of the model
and its defects are given in the Fig. 5. From all the samples that were classified as “Heterozygous” 157 were
correctly classified while 0 were misclassified. At the same time, of them all the samples that were identified as
“Homozygous” only one sample was classified as Hetrozygous.

Support vector machine

SVMs are used in the field of machine learning since they have been proved to deal with categorization tasks in
multiple domain. The SVM algorithms gives very high accuracy in arranging decision planes which are used in
determining the maximum margins and the kernel trick. This helps in grouping of points into different classes.
SVM classification process can be described as very formal and mechanical. Here, in its simplest form, our
analysis investigates hyperplanes and vectors in more detail and confines itself to the few key components that
make the SVM such an effective tool for classification. In this section, the author gives a detailed account of how
the SVM classifier works and the difficult it poses in preparing as well as analyzing the patterns in the acquired
data. The classification performance of Support Vector Classifier (SVC) is shown in Table 5.

Precision quantify the degree of accurateness of the positive forecasts produced by the algorithm. The precision
of assay for the “Heterozygous” class is 0.96, and this means 96% of the “Heterzygous” correctly classified. Yet,
the precision for the “Homozygous” class is 0.38, which shows that 38 percent of samples classified to this class
were actually correct. Sensitivity measures the ability of the model to identify those that have the disease, which
is also known as recall. The recall for the “Heterozygous” class is 0.95 which can be interpreted that the model
was inclusive of all 95% true “Heterozygous” samples. But in case of “Homozygous” class, it is 0.45, it simply
means that about 45 percent of the total “Homozygous” samples are correctly identified. F1-score is also known
as balanced accuracy score because this is an arithmetic mean of recall and precision. The precision and recall
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Confusion Matrix for SVM Classifier
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Fig. 6. Support victor classifier confusion matrices.

Precision Recall F1-score Accuracy
Classifier Target | Test | Train | Test | Train | Test | Train | Test | Train
Hetro |0.99 | 1.00 1.00 | 1.00 1.00 | 1.00
Decision Tree 99% | 100%
Homo | 1.00 | .00 | 0.91 | 1.00 |0.95 | 1.00

Table 6. Decision tree classification evaluation matrices.

values for the “Heterozygous” class are in balanced 0.96 of the F1-score. Labeled accuracy of SVM Classifier has
been found to be 0.92, which attest that about 92% of data were rightly classified.

The confusion matrix for the SVC is a measure of the model’s ability to correctly classify the data into two
obviously separated classes as depicted by Fig. 6. Heterozygous samples were as expected with all 158 samples in
this group correctly identified, which resulted in a perfect precision and recall for this category. However, there
were no samples that were correctly placed in this category which resulted in a complete loss of ability to predict
this category and all samples labelled “Homozygous” were misclassified. Such differences in the forecasts are
perhaps meant to underline the fact that the model has some limitations in making a clear distinction between
the ‘Homozygous’ category which also sheds light to the direction where the model has potential to enhance the
forecasting capability.

Decision tree

The Decision Trees are especially beneficial in the case of predictive modeling in the machine learning
environment as it can be easy to handle and easily understandable. Tree-based method divides the given data
into different regions with homogenous characteristic based on certain properties by using iterative technique
and tree actually explore the features space. Decision trees which use splits to illustrate decisions depending on
the value of a characteristic make understanding of decisions easy. This makes them very suitable for uses like
prognosis and knowledge mining among others. But, in order to understand Decision Tree Classification better,
you also have to consider the tree topology as well as the pre-existing decision trees and then deduce the patterns
needed for classification. This section provides the additional proximate analysis and clearer comprehension
of Decision Tree Classification and its outcome in identifying complex relation between several of the data.
Now, let’s discuss the peculiarities of Decision Trees and find out how one can construct the reliable and easy to
understand models for prediction using the material below. The decision tree categorization results are stated in
the Table 6 below.

Precision quantifies the degree of accurateness of the positive forecasts constructed by the algorithm. The
precisions regards all “Heterozygous” and “Homozygous” classes are measured 0.99 and 1.00 individually.
Obviously, measures are the model readiness to identify true positives or in other words it is the indicator of
correct positive. The recall on the ‘Heterozygous’ class is 1.00, which symbolize the fact that the model under
discussion in able to correctly identify all the actual ‘Heterozygous samples’ and therefore possesses the
recognition rate of 100%. When it comes to the class “Homozygous” the recall value I calculate is 0.91, which
means 91% of the original “Homozygous” samples were retrieved. The F1-score then is an arithmetic mean
derived from both the precision as well as the recall and gives an estimation of the model’s performance which
is fairly mutual. The values of the F1-score of both classes respectively are 1.00 and 0.95, hence there is minimal
trade-off between precision and recall. Essentially, Precision is directly related to exactly the predictions that
a given model is making. After training, the Decision Tree Classifier performed best by achieving accuracy of
99%, and proved that the classifier can accurately classify a sample in the set.
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Confusion Matrix for DT Classifier
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Fig. 7. Decision tree confusion matrices.

The Decision Tree (DT) is among the most popular classifiers used in the problem-solving process. An
algorithm which can be easily understood and which has a relatively small amount of test error. It can be seen
from the confusion matrix in Fig. 7 that the DT classifier achieves an excellent result in the classification of data
and also shows a high level of perceptiveness. Every examined sample belonging to the “Heterozygous” category
of the current classification task was correctly and sufficiently recognized by the computer without a single
misidentification. The same applies to the “Homozygous” type of occurrences, which it correctly identifies with
a recall value of 1; there were no false-negative true positive. The graphic given below evidently indicates the
outperformed DT classifier in handling the movement of the algorithm.

Conclusion and future work

Such types are important because glaucoma is one of the second most common causes of blindness and is
one of the greatest threats to global health. Using the visual data when diagnosing the condition may have a
number of difficulties and limitations when it comes to defining the genetic aspects of the sickness. Hence, a
recent study has shown that phenotype not necessarily has to manifest with symptoms and that through the
use of NGS data, AI methods can be used to identify genetic signatures of glaucoma. In this example, there is
an exhaustive methodology where data had to be gathered before proceeding to calculations to arrive at the
proposed attributes before the model was built. Thus, a clear, effective guideline of the appropriate framework
is provided for our study to randomly and systematically select appropriate genetic data of glaucoma patients.

While the current study was not designed as a clinical tool, we believe that it provides an important foundation
for future translational work. By identifying potentially pathogenic mutations in patients with glaucoma,
our research can help refine the genetic panels used in diagnostic screening and provide insight into disease
mechanisms that could guide targeted therapies or personalized surveillance protocols in the future. Moreover,
our machine learning framework offers a scalable method that could, with further validation, contribute to
the development of genomic-based risk prediction models. As our findings are further corroborated, they can
improve our understanding of glaucoma pathogenesis and inform early detection strategies or family-based
screening programs, particularly in genetically predisposed populations.

It has been discussed in the context of the this study that the preparation stage was instrumental in dealing
with such problems as missing values, outliers and other irrelevant data. This step improved the quality of the
data for further analysis in the subsequent step by a great extent. Firstly, statistical analysis and machine learning
were used to select the features while secondly examining the association of every characteristic to the disease.
This approach was envisaged to reveal the features which possessed the worst predictive capacity. This stage was
vital since it aimed at improving the general performance of the machine learning models that would make up
the system. Concerning the construction of the model, it is necessary to state that we carried out the analysis and
training and testing of a set of Al algorithms. Generalizability is constrained by its small and demographically
homogeneous cohort. The reason for this is that we evaluated their applicability based on performance criteria
such as accuracy, precision, F1 score, and recall. Therefore, the aforementioned study could be useful to support
if the data presented in this paper can sufficiently support this statement that glaucoma can be timely diagnosed
using artificial intelligence to interpret the NGS data with the help of these brilliant gene markers. It aids in the
creation of a considerably better imaging scheme compared with traditional imaging for the gene segments that
relate to the disease under study and for accurate and timely identification of the disease.

In the same way, future studies should employ the functional investigation of novel genes that have not
been described before. Therefore, providing accurate information on the dynamics and trails of these genes,
particularly in relation to eye-related processes, could go a long way towards unraveling the genetic antecedents of
glaucoma. This may employ functional genomic methods that aims at understanding the properties of genes and
the roles they play in certain ocular functions. A possible strategy could therefore include deploying optimally
current machine learning technologies including Deep Learning and Ensemble methods to improve on the
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chances of making accurate predictions including factors such as highly correlated genes. Although algorithmic
choices (RE, DT, SVM) mitigated overfitting, validation in larger, diverse populations is essential. Future work
will integrate federated learning to harmonize data across global cohorts. We plan to adopt fairness-sensitive
Al frameworks to audit and correct biases in multiethnic datasets, ensuring equitable diagnostic performance
across populations. Therefore, future phases of this research will involve collaboration with clinical partners to
assess the utility of these genetic markers in patient cohorts. This will include functional studies of candidate
variants and possibly prospective clinical trials to evaluate the performance of the predictive model in diverse
populations. The composition of the datasets which was one of the key limitations, we plan to extend our research
in the future phase by incorporating data from various ethnic groups including underrepresented populations
that might harbor rare genetic mutations.

Data availability
The datasets generated and analyzed during the current study are available in the Harvard Dataverse, V1 repos-
itory, accessible at https://doi.org/10.7910/DVN/1FVLVI.
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