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Abstract

The rapid advancements in Next-generation Sequencing (NGS) technologies
have fundamentally transformed genomic research, broadening its application
across diverse scientific domains including healthcare, agriculture, and
environmental sciences. This manuscript provides a comprehensive overview
of the current state and future potential of NGS technologies, emphasizing
their role in driving innovative solutions and addressing complex biological
questions. The integration of NGS with computational genomics and artificial
intelligence has notably enhanced the speed and accuracy of genetic
analyses, facilitating the emergence of precision medicine and personalized
healthcare solutions. Technological innovations such as single-molecule and
long-read sequencing techniques have overcome previous limitations of NGS,
enabling more detailed and accurate genetic profiling and discovery.
Furthermore, the manuscript discusses the democratization of genomic
research facilitated by reduced costs and the miniaturization of sequencing
technologies, which have expanded access and application worldwide. Ethical,
legal, and social implications, particularly concerning data privacy and
equitable access, are also critically examined to ensure responsible usage and
broad benefit from genomic advances. By highlighting both achievements and
ongoing challenges, the manuscript underscores the transformative impact of
genomic technologies on science and society, heralding a new era of medical
and biological research.

Keywords: Next-Generation sequencing, NGS, computational genomics, precision
medicine, artificial intelligence, ethical implications, technological innovations

Introduction

The advent of NGS technologies has dramatically altered the landscape of genetic
research, offering unprecedented insight into the intricate architecture of genomes
across a myriad of organisms. This transformative technology, which began its
journey with the seminal discovery of the DNA double helix structure in 1953, has
seen a rapid evolution from basic methods of gene sequencing to the high-
throughput, cost-effective platforms available today (Figurel) [1].
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NGS has not only revolutionized the field of genomics but also expanded its influence to various
sectors including healthcare, agriculture, and environmental sciences, making it a cornerstone of
modern biological research. Today, the landscape of genomic research is immensely diversified,
with NGS technologies at the forefront driving innovations across multiple disciplines. In healthcare,
for instance, NGS has enabled the detailed genetic profiling of tumors, facilitating the emergence of
molecular tumor boards that tailor cancer treatments to individual genetic profiles, thereby
enhancing the precision and effectiveness of oncology [2]. Similarly, in public health, NGS plays a
crucial role in tracking the genetic diversity of pathogens like SARS-CoV-2, illustrating its critical
function in managing health crises and shaping public health strategies [3].

The transformative impact of NGS extends its reach beyond medical applications into the broader
realms of biological sciences. One significant area of impact is in the study of epigenetics,
particularly how organisms respond to environmental stresses. For example, NGS has been
instrumental in elucidating the epigenetic mechanisms that enable plants to adapt to adverse
conditions, thereby informing strategies for crop improvement and sustainable agriculture [4].
Moreover, NGS has catalyzed emerging paradigms in genomic exploration, encouraging a holistic
view of the life sciences. It integrates seamlessly with other 'omics' technologies, paving the way
for systems biology approaches that promise to unravel complex biological networks and their
interactions with the environment. This integrative approach is vital for the next generation of
scientific breakthroughs, where complex biological questions require multifaceted strategies and
deeper insights into genomic functions [2]. The ongoing development of NGS technologies
continues to push the boundaries of what is scientifically possible, heralding a new era of genomic
exploration that impacts not just scientific research but also practical applications in medicine,
agriculture, and environmental management. These advancements have enabled genome-wide
profiling of epigenetic modifications, which have significant implications for understanding stress
responses in plants and improving crop sustainability [4].

In this rapidly evolving field, the applications of NGS are vast and varied. From enhancing our
ability to detect diseases at a molecular level to facilitating the exploration of genetic influences on
human behaviour and physiology, NGS technologies are pivotal in driving forward the frontiers of
genomic research [1]. They have revolutionized the detection of mutations and genomic variations
in cancers, enabling precision medicine approaches tailored to individual genetic profiles [5]. The
integration of NGS with emerging technologies such as artificial intelligence and machine learning is
set to further enhance the speed and accuracy of genomic analysis. These integrations are already
proving transformative in fields such as pharmacogenomics and evolutionary biology, providing a
deeper understanding of genetic influences on health and disease [6]. Furthermore, the ability to
sequence and analyse genomes at an unprecedented scale has opened new opportunities for
studying microbial diversity, environmental sustainability, and ecological genomics [7]. The
synthesis of key technological advancements, the current dynamic landscape, and the
transformative impact of NGS form the bedrock of our manuscript, underscoring its foundational
role in advancing genomic research while catalyzing broader societal and scientific developments.
The potential for NGS to drive further innovations in understanding biological complexity and
enhancing human life is immense. As these technologies evolve, they promise to deepen our
understanding of life at a molecular level and bring forth new solutions to some of humanity's most
pressing challenges [8].

Technological innovations in sequencing platforms

The field of genomics has been revolutionized by technological innovations in sequencing platforms,
particularly through the development of single-molecule sequencing technologies. These
advancements allow for the real-time observation of DNA replication, providing unprecedented
insights into the dynamics and regulatory mechanisms of genomic processes. For instance, Single-
molecule Real-time (SMRT) sequencing has enhanced our understanding of epigenetic modifications
and complex genomic structures that were previously challenging to resolve with older sequencing
technologies [9]. Ultra-high-throughput sequencing approaches have further transformed genomic
research by enabling the simultaneous processing of millions of DNA molecules. This capability has
dramatically accelerated genomic data acquisition, reducing both the time and cost associated with
genomic studies, thus broadening their application in medical research and personalized medicine
[1]. The implications of these advancements are profound, impacting diverse areas from oncology
to infectious disease research, where rapid genomic data generation is crucial for timely decision-
making [2].
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Long-read sequencing technologies, like those from Pacific Biosciences and Oxford Nanopore, are
pivotal in addressing the limitations of short-read sequencing by resolving highly repetitive or
complex genomic regions. This improvement in sequencing technology has been critical for de novo
genome assembly, accurate identification of structural variations, and the understanding of full-
length transcriptomes without reconstruction errors [3,10]. In conjunction with long-read
capabilities,
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Figure 1: Milestones in genomic advancements: From sequencing techniques to
population-scale genomics

The adoption of nanopore and optical mapping technologies has provided an even greater
resolution and understanding of the structural complexities within the genomes. These technologies
offer a more comprehensive view of genome architecture and are essential for studies in genomic
rearrangements and evolutionary biology, enhancing our understanding of genetic diversity and
mechanisms of disease progression [9].

The reduction in sequencing costs and the increased accessibility of these technologies have
democratized genomic research, enabling a wider range of scientists to undertake genomic studies.
This democratization is accelerating the pace of discovery and application in genomics, making it
possible to conduct extensive genomic studies across varied populations and environments, which
is crucial for advancing public health and precision medicine globally [1]. The miniaturization of
sequencing technologies marks another significant milestone. Devices such as the MinION by
Oxford Nanopore have introduced the feasibility of carrying out genomic studies in the field, which
is revolutionary for environmental research, epidemiological studies, and in situ monitoring of
outbreaks. These portable sequencing platforms facilitate real-time analyses and decision-making,
crucial for rapid responses in public health and environmental conservation [3].
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Together, these technological innovations in sequencing platforms are setting new standards in
genomic research, extending the frontiers of science towards more comprehensive, rapid, and cost-
effective analysis. The integration of these technologies into routine research and diagnostic
workflows is transforming the landscapes of genomics, personalized medicine, and global health
initiatives.

Computational genomics and artificial intelligence

The integration of computational genomics with Artificial Intelligence (AI) has led to transformative
advances across the field of genomic research. Machine learning algorithms, particularly deep
learning, play a pivotal role in the interpretation of genomic data. These algorithms efficiently
manage the intricacies of vast genomic datasets, enhancing the accuracy of variant detection and
genetic predictions (Table 1). For instance, deep learning techniques have significantly improved
the detection of subtle genetic mutations, which is critical in areas such as cancer genomics, where
early detection can influence treatment outcomes [11]. In the realm of computational genomics,
the incorporation of machine learning algorithms for genomic data interpretation has significantly
advanced our ability to parse complex genomic datasets. These algorithms facilitate the
identification of predictive biomarkers and genetic variants with high accuracy, aiding in both
diagnostic and therapeutic applications across medical and agricultural fields [12].

Table 1: Comparison of Al-based and computational genomic tools

. . Application Refere
Tool Name Functionality Key Features
Areas nce
Musta Somat.lc mutation o e Python-based, snakemake workflow, integrated [17]
analysis pathway analysis
Closha 2.0 Cloud-baset':l genomic General genomics User-fnendly, supports script editing, runs on [15]
data analysis containers
MyCancerGenome & . Comprehensive genomic information, clinical
Precision oncology tools Cancer treatment . . [18]
OncoKB significance of mutations
Al Pipeline for Virus Virus detection and SNP Infectious disease High accuracy and sensitivity, integrates Al [14]
Detection discovery genomics with bioinformatics tools
Pharmacogenetic X Analyzes genomic sequence data, identifies
Pgxtools Pharmacogenetics [19]

analysis actionable PGx variants

Al-driven approaches have been pivotal in predictive modelling of genetic interactions. Machine
learning models are now capable of forecasting phenotypic outcomes based on complex interactions
between genetic and environmental variables. This capability is especially valuable in agriculture,
where understanding plant responses to environmental stressors can inform selective breeding
programs aimed at enhancing crop resilience and yield [13]. AI-driven genomic annotation and
interpretation are revolutionizing how researchers understand the functional aspects of the
genome. By automating the annotation process, Al helps in identifying functional elements across
vast genomic landscapes, significantly speeding up the research process and increasing the
accuracy of genetic analysis [6]. The integration of multi-omics data analysis, another frontier in
computational genomics, has been greatly enhanced by Al technologies. By combining genomic,
transcriptomic, proteomic, and metabolomic data, researchers can gain a comprehensive
understanding of biological processes and disease mechanisms. This holistic view is crucial for the
development of integrated therapeutic strategies in complex diseases like cancer and
neurodegenerative disorders [14].

However, the management and processing of big data in genomics present substantial challenges.
The issues range from computational demands to data privacy and security. High-throughput
sequencing technologies generate enormous amounts of data, requiring robust computational
infrastructure for effective data processing and analysis. Al and cloud computing are increasingly
employed to address these challenges, providing scalable solutions that enhance data processing
capabilities and ensure data integrity [15]. Moreover, the growing application of Al in genomics
raises ethical and regulatory considerations. Ensuring the privacy of genetic data and preventing its
misuse is paramount. As such, the development of regulatory frameworks that keep pace with
technological advancements is critical for sustaining public trust and facilitating the clinical
application of genomic discoveries [16].

Overall, the integration of Al in computational genomics represents a critical advancement in
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The field, offering novel insights and practical solutions that are revolutionizing medical science and
healthcare. The continued evolution of this integration promises to further drive innovation and
improve outcomes across various domains of health and disease.

Personalized and precision medicine applications

The transformative impact of genomic profiling in personalized and precision medicine has
revolutionized the approach to disease risk assessment and management. By leveraging NGS
technologies, healthcare providers can now identify genetic predispositions to various diseases,
allowing for early intervention and tailored prevention strategies. This level of individualized care is
particularly impactful in cardiovascular health, where genomic insights guide the development of
personalized treatment plans that may include lifestyle adjustments, pharmacological interventions,
and monitoring strategies to mitigate risk factors effectively [20]. Pharmacogenomics, an integral
part of precision medicine, significantly enhances targeted therapeutic interventions. This approach
is exceptionally beneficial in oncology, where the identification of specific cancer biomarkers has led
to the customization of treatment regimens. These advancements not only optimize therapeutic
efficacy but also minimize adverse effects, thereby improving patient outcomes in complex diseases
like cancer [21]. Furthermore, pharmacogenomics extends its benefits to other therapeutic areas,
such as managing cardiovascular diseases, by adjusting drug types and dosages based on
individual genetic profiles to prevent adverse drug reactions and increase treatment efficacy [22].

The adoption of liquid biopsy technologies marks a significant advancement in early disease
detection and management. By analyzing circulating tumor DNA, liquid biopsies offer a non-
invasive method to detect cancer at its earliest stages, monitor treatment responses, and predict
relapse. This capability is crucial for implementing dynamic and responsive treatment plans, thus
enhancing the prospects for successful outcomes [23]. In the context of cancer genomics,
personalized medicine has profoundly impacted individualized treatment strategies. For instance,
the identification and targeting of specific genetic mutations in lung cancer have led to the
development of bespoke therapeutic approaches that significantly extend patient survival and
improve quality of life [24].

The management of rare diseases also benefits from the precision medicine approach. Genomic
profiling facilitates a more accurate diagnosis, often identifying specific genetic mutations
responsible for rare conditions. This precision allows for more targeted management strategies and
better coordination of care, which can be particularly life-altering for patients with rare diseases
[25]. Despite these advances, the application of genomic medicine raises several ethical
considerations. Issues such as genetic privacy, the potential for genetic discrimination, and the
equitable access to genomic technologies are paramount concerns that must be addressed.
Ensuring ethical practices in genomic medicine is critical to maintaining trust and maximizing the
positive impact of these technologies on patient care [26].

The integration of genomic profiling, pharmacogenomics, and other precision medicine tools into
clinical practice heralds a new era of healthcare (Figure 2). These technologies not only transform
individual patient care but also contribute to broader public health strategies by enhancing disease
prevention, diagnosis, and management across various conditions.

Emerging areas of genomic research

Epigenomic sequencing and regulation are at the forefront of genomic research, uncovering the
complex mechanisms by which epigenetic modifications influence gene expression and cellular
differentiation. This area has become particularly relevant in understanding diseases where
epigenetic dysregulation plays a pivotal role, such as cancer and neurodegenerative disorders.
Innovations in sequencing technologies now allow for detailed mapping of epigenetic markers
across diverse biological samples, providing insights that are crucial for developing targeted
therapies [27]. Single-cell sequencing technologies have revolutionized our understanding of
cellular complexity by enabling the analysis of genetic and transcriptional information at the
individual cell level. This technological advancement has been critical in deciphering the cellular
heterogeneity within tissues, enhancing our understanding of developmental biology, and offering
new avenues for disease diagnosis and treatment, especially in heterogeneous diseases like cancer
[28].

Evidence Public Health 2025:1(1) 5
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In the realm of microbiome and metagenomics, researchers are delving deeper into the microbial
world, exploring the intricate relationships between microbial communities and their hosts.
Advances in metagenomic sequencing have not only expanded our catalog of microbial life but also
provided new insights into how microbiomes influence human health, agricultural productivity, and
environmental sustainability [27]. Spatial transcriptomics has emerged as a powerful tool for
integrating gene expression data with spatial context, providing a more comprehensive
understanding of tissue architecture and function. This approach is invaluable in research areas
such as oncology and neuroscience, where the spatial distribution of cells plays a crucial role in
disease progression and response to treatments [29]. The field of evolutionary and comparative
genomics continues to benefit from the comparative analysis of genomes across different species,
providing insights into evolutionary processes, species adaptation, and the origins of genetic
diversity. This research is essential for identifying evolutionary conserved elements and adaptations
that have occurred in response to environmental changes [27].
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Figure 2: Integrative approaches in genomic science and precision medicine

Environmental and ecological genomics have become increasingly important in addressing
questions about how organisms adapt to their environments and the genetic basis of their
responses to environmental changes. This area of research is critical for conservation efforts and
understanding ecological dynamics, especially in the context of rapid environmental changes and
biodiversity loss [27]. As these emerging areas of genomic research continue to evolve, they are
propelled by ongoing advancements in genomic technologies and analytical methods. These
developments are not only expanding our understanding of the genomic underpinnings of life but
are also transforming various scientific, medical, and environmental disciplines. The integration of
these diverse genomic approaches continues to open new research avenues and offers profound
insights into biology, health, and disease.

Population-scale genomic studies

Large-scale genomic databases have revolutionized population-scale studies by serving as
repositories for vast amounts of genomic data. These databases, such as the Genome Aggregation
Database (gnomAD) and the UK Biobank, provide critical resources for understanding genetic
variation, enabling the identification of rare and common variants and their associations with
diseases. For instance, gnomAD has facilitated the discovery of clinically relevant variants in
cardiovascular and neurological disorders, underscoring its role in advancing personalized medicine
[8,30].

Evidence Public Health 2025:1(1)
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Similarly, databases like the 1000 Genomes Project have contributed to cataloging global genetic
diversity, offering valuable insights into population genetics and evolution [31]. International
collaborative genomic initiatives, such as the Human Pangenome Reference Consortium and the All
of Us Research Program, have sought to create genomic resources that better represent the genetic
diversity of global populations. The Human Pangenome Reference aims to address the limitations of
traditional single-reference genomes, which inadequately capture structural variants and
population-specific haplotypes. These projects not only facilitate more inclusive research but also
contribute to reducing health disparities by ensuring that genomic tools and findings are applicable
across diverse population [32,33]. Genetic diversity and population genetics studies have unveiled
the evolutionary underpinnings of genetic traits and their health implications. For instance, genomic
research in African populations has identified unique genetic variants that contribute to resistance
against infectious diseases like malaria and HIV. Such studies highlight the importance of exploring
diverse populations to uncover genetic adaptations to environmental pressures, which have critical
implications for disease prevention and treatment strategies [30,31]. Additionally, research into
genetic bottlenecks and founder effects in isolated populations has shed light on the genetic basis
of rare inherited disorders, emphasizing the importance of genetic diversity studies in clinical
genetics [8].

Genomic epidemiology has emerged as a transformative tool in public health, particularly during
global health crises like the COVID-19 pandemic. Through platforms such as GISAID, researchers
have been able to sequence and analyze SARS-CoV-2 genomes in real-time, enabling the tracking
of viral mutations, transmission patterns, and the emergence of new variants. These efforts have
informed public health interventions, vaccine development, and epidemiological modeling,
demonstrating the critical role of genomic data in managing pandemics [30,32]. Beyond infectious
diseases, genomic epidemiology has also been applied to non-communicable diseases, providing
insights into the genetic basis of complex traits and their distribution across populations. Precision
public health strategies have benefited immensely from population-scale genomic studies, which
enable targeted interventions based on population-specific genetic and environmental factors.

For example, genomic screening programs have been used to identify individuals at high risk for
conditions such as hereditary cancer syndromes, allowing for early interventions and tailored
healthcare approaches. These strategies not only improve health outcomes but also optimize
resource allocation in healthcare systems, making precision public health both effective and
sustainable [31,33]. Despite these advancements, challenges in diverse population representation
remain a significant barrier to the equitable application of genomic research. Most genomic studies
to date have disproportionately focused on populations of European ancestry, leading to a lack of
representation for other ethnic groups. This bias not only limits the generalizability of genomic
findings but also exacerbates health disparities by restricting the benefits of genomic research to
specific populations [33,34]. Addressing these gaps requires concerted efforts to engage
underrepresented populations in genomic research, including the development of culturally
sensitive recruitment strategies, ethical data-sharing frameworks, and investments in capacity-
building in low-resource settings.

By tackling these challenges, population-scale genomic studies have the potential to revolutionize
our understanding of genetic diversity and its implications for health and disease. These studies are
critical for ensuring that the benefits of genomic research are equitably distributed and that
advances in precision medicine and public health are accessible to all.

Technological challenges and solutions

The rapid advancement of NGS technologies has introduced a set of significant technological
challenges, particularly in the realms of data storage and management (Figure 3). The sheer
volume of data generated by modern genomic studies necessitates robust, scalable storage
solutions that can efficiently handle and retrieve large datasets. Emerging cloud-based storage and
data management systems have become essential, providing not only storage but also enhanced
data accessibility and analysis capabilities. These systems enable researchers to manage and
analyze extensive genomic datasets from anywhere in the world, thereby facilitating global
collaboration [35]. Additionally, the computational infrastructure required to process and analyze
these massive datasets is substantial.

High-performance computing (HPC) environments are crucial, needing constant updates to handle
the computationally intensive tasks associated with NGS data analysis.

Evidence Public Health 2025:1(1) 7
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Such environments must be capable of scaling and adapting quickly to the needs of genomic
researchers, ensuring that computational resources are not a bottleneck in genomic discoveries
[36].

The standardization of genomic data analysis also poses a considerable challenge. Without
standardized protocols and algorithms, reproducibility and reliability of genomic data analysis can
vary significantly between different studies and platforms. Establishing universal standards and
developing interoperable software tools that can be adopted globally will facilitate more consistent
and comparable genomic research outcomes [37]. Cybersecurity and data privacy are critical in
genomic research due to the sensitive nature of genetic data. Ensuring robust security measures
and compliance with data privacy laws is paramount to protect individuals' genomic information
from unauthorized access and breaches. Effective strategies include state-of-the-art encryption,
secure data sharing protocols, and stringent access controls that together safeguard sensitive
genomic data while supporting scientific innovation [38].

Computational efficiency and algorithm optimization are continuously needed to handle the growing
complexity and volume of genomic data. Optimizing algorithms not only improves the speed and
accuracy of data processing but also reduces computational costs. Efficient computational practices
are vital for enabling timely and economical genomic analyses, which are crucial as the scope of
genomic studies continues to expand[39].

These technological challenges require innovative solutions and ongoing refinement of
computational techniques to keep pace with the rapid advancements in genomic research. As these
solutions evolve, they will significantly enhance the capacity for genomic discoveries and their
applications in medicine, agriculture, and beyond.

Data Volume
and Storage

Data Accuracy and
Integration Error rates

Figure 3: Navigating complexities: Key challenges in genomic data analysis
Ethical, legal, and social implications

The ethical, legal, and social implications of genomic research are profound and encompass several
critical areas, including genetic privacy and the necessity of obtaining informed consent. Protecting
individual genetic information is paramount, as unauthorized access or misuse can lead to privacy
violations. Regulatory measures, such as those mandated by global privacy laws, must be
stringently applied and adapted continuously to safeguard this sensitive data [40]. Regulatory
frameworks specifically tailored for genomic research are essential for maintaining ethical integrity
and public trust.

Evidence Public Health 2025:1(1)
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These frameworks must address not only privacy concerns but also the proper handling and
utilization of genetic data, ensuring that it is used in ways that are consistent with both local and
international ethical standards [41].

Equity in access to genomic technologies is another significant challenge. There is an urgent need
to ensure that genomic advancements are accessible to all, regardless of socioeconomic status or
geographical location. This includes providing equitable access to genomic testing and personalized
therapies, which are often limited to more developed healthcare systems [42]. Genetic
discrimination remains a critical risk, potentially affecting individuals’ employment, insurance, and
social standing based on their genetic traits. Comprehensive legal protections are necessary to
prevent such discrimination and to preserve equality and fairness for individuals undergoing genetic
testing [41].

Informed consent for genomic testing involves complex considerations, particularly because the
implications of test results can extend beyond individuals to affect their relatives. Ethical consent
processes must therefore not only inform participants of personal risks and benefits but also
consider familial implications, particularly in the context of hereditary conditions [40]. From a
global perspective, the application of genomic research requires international cooperation to ensure
that ethical standards are uniformly applied and respected worldwide. This is crucial for facilitating
global research collaborations and for ensuring that the benefits of genomics are shared broadly
across international borders [42].

Furthermore, addressing ethical, legal, and social concerns must also include community
engagement and public discourse to ensure that genomic research aligns with societal values and
expectations. Engaging diverse communities in the dialogue around genomic research can help in
shaping policies that are culturally sensitive and ethically sound [43]. The ethical, legal, and social
dimensions of genomic research are integral to its acceptance and success. Addressing these
challenges requires a multifaceted approach involving ongoing education, robust regulatory
frameworks, and active engagement with all stakeholders involved in genomic medicine. As such,
continuous evaluation and adaptation of ethical practices in genomics are essential to navigate the
complexities of this rapidly evolving field.

Emerging application domains

Emerging application domains in genomic research continue to revolutionize multiple fields,
significantly enhancing capabilities and applications across diverse areas. In agricultural genomics,
innovations are profoundly altering crop improvement techniques. Enhanced by genomic tools,
these innovations facilitate precise alterations in genetic makeup to improve traits such as drought
resistance, pest resistance, and crop yield, directly addressing the challenges of climate change and
global food security [44]. This genomic approach not only optimizes the nutritional quality of crops
but also supports the development of sustainable agricultural practices, crucial for ecological
conservation [45]. In forensic and anthropological applications, the precision of genomic
methodologies is reshaping our ability to solve complex forensic cases and to delve deeper into the
historical movements and genetic diversity of human populations. Advanced sequencing techniques
are now used to analyze ancient DNA, providing insights that were previously unattainable and
opening new avenues for understanding human history and evolution [46].

The role of genomics in biodiversity conservation is becoming increasingly critical as it provides the
tools necessary for cataloging biodiversity, monitoring ecosystem changes, and aiding in the
recovery of endangered species. Genomic data are pivotal in identifying genetically distinct
populations that may require conservation prioritization, helping to tailor conservation efforts to the
genetic needs of diverse species [47,48]. Synthetic biology and genome engineering represent
another rapidly advancing domain, driving progress in environmental and medical biotechnology.
Through the redesign of biological systems, these fields are pioneering new forms of biofuel
production, pollution degradation, and synthetic pharmaceuticals, which are set to transform
industrial and healthcare landscapes [49].

Infectious disease surveillance has been revolutionized by genomic research, particularly evident in
the management of pandemic outbreaks. Rapid sequencing of pathogens enables real-time
monitoring and control of disease spread, enhancing public health responses and understanding of
pathogen evolution [50]. Genomic tools are essential for detecting emerging pathogens and
preventing widespread health crises, illustrated by their critical role during the COVID-19
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Pandemic [48]. Additionally, genomic research offers profound evolutionary and ecological insights,
significantly impacting our understanding of species interactions, adaptation strategies, and the
impact of environmental changes on genetic diversity. This knowledge is essential for developing
strategies to mitigate the impacts of climate change on biodiversity and for ensuring the resilience
of ecosystems [49].

Together, these emerging domains highlight the expansive influence of genomic research, revealing
its potential to transform traditional practices and contribute solutions to some of the world’s most
pressing issues [50]. As these technologies continue to evolve, they promise to unlock further
possibilities and enhance our capacity to understand and manipulate the living world.

Future perspectives and potential breakthroughs

The landscape of genomic research is rapidly evolving, offering transformative potential across
various domains with profound implications for future medical and scientific advancements.
Predictive and preventive healthcare is at the forefront of these domains, leveraging genomic
insights to shift from reactive to proactive medical strategies. Enhanced predictive models powered
by genomic data are increasingly accurate, enabling earlier interventions and personalized
healthcare plans that significantly improve patient outcomes [51]. Such models are critical not only
for common diseases but also for rare conditions where early detection can drastically alter
prognoses [52].

Emerging sequencing technologies are continually reshaping the landscape of genomic research.
Innovations such as nanopore sequencing and CRISPR-based diagnostics are broadening our ability
to understand and manipulate genomes with unprecedented precision and flexibility. These
technologies facilitate the exploration of previously inaccessible genomic territories, such as highly
repetitive regions or complex structural variations, which are often implicated in various genetic
disorders and cancers [53]. The potential for novel therapeutic interventions has expanded with the
advent of gene editing techniques and RNA therapies. These advancements offer hope for curing
genetic disorders that were once considered untreatable. For instance, targeted gene therapies are
being developed to correct mutations at the DNA level, providing lasting remedies for genetic
diseases with a single treatment [54].

Interdisciplinary integration enhances the impact of genomic research, combining computational
power, biological insights, and clinical applications. This holistic approach accelerates the translation
of genomic data into practical applications, optimizing treatment protocols and enhancing drug
development processes. It fosters a collaborative environment where different scientific and
medical fields merge to innovate and solve complex biological puzzles [55]. The global health
implications of genomic research are particularly evident in the realm of infectious disease
surveillance and control. Genomic methodologies enable public health officials to track disease
outbreaks in real time, understand pathogen evolution, and develop targeted public health
interventions. This was notably demonstrated during the COVID-19 pandemic, where genomic
surveillance was instrumental in monitoring the spread and mutation of the virus [56].

Ultimately, the transformative potential of genomic research extends beyond individual health
improvements to encompass public health strategies and global disease prevention efforts. As
genomic technologies continue to advance, they offer new tools for fighting diseases on a global
scale, improving health outcomes across populations, and reducing health disparities [57]. These
emerging trends and breakthroughs in genomic research herald a new era of medicine where
genetic information empowers healthcare providers to preemptively address health issues, tailor
treatments to individual genetic profiles, and manage diseases with unprecedented precision,
ultimately reshaping our approach to health and disease on a global scale.

Conclusion

The rapid advancements in genomic research have synthesized significant technological
progressions, redefining scientific inquiry and its applications across various domains. These
innovations lay a foundation for predictive and preventive healthcare, enhancing treatment efficacy
by tailoring interventions to individual genetic profiles. Looking forward, the integration of emerging
sequencing technologies and interdisciplinary collaborations promises to deepen our understanding
of biological systems and accelerate novel therapeutic interventions. However, these advancements
come with challenges, including ethical, legal, and logistical considerations surrounding
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Data privacy and equitable access. The vision for next-generation genomic research includes
pushing the boundaries of scientific innovation while ensuring responsible and beneficial
implementation on a global scale.

Abbreviations

ELSI: Ethical, legal, and social implications
GnomAD: Genome aggregation database
HPC: High-performance computing

NGS: Next-generation sequencing

SMRT: Single-molecule real-time
Supporting information: None

Ethical Considerations: Not applicable
Acknowledgments: None

Funding: This research received no specific grant from any funding agency in the public,
commercial, or not-for-profit sectors.

Author contribution statement: All authors (PSR, RRB, MC, PS, PK, PP, RS) contributed equally
and attest they meet the ICMJE criteria for authorship and gave final approval for submission.

Data availability statement: Data included in article/supp. material/referenced in article.
Additional information: No additional information is available for this paper.

Declaration of competing interest: The authors declared no potential conflicts of interest with
respect to the research, authorship, and/or publication of this article.

Clinical Trial: Not applicable

Consent for publication: Note applicable

References

[1] Akintunde O, Tucker T, Carabetta V]. The Evolution of Next-Generation Sequencing
Technologies. Methods Mol Biol. 2025;2866:3-29. [Crossref][PubMed][Google Scholar]

[2] Angel M, Demiray M, Disel U, Passos J. The value of virtual molecular tumor boards for informed
clinical decision-making. Oncologist. 2024;29(7):554-9. [Crossref][PubMed][Google Scholar]

[3] Aleman GV, Cerpas C, Juarez JG, Moreira H, Arguello S, Coloma J, et al. Tracking the genetic
diversity of SARS-CoV-2 variants in Nicaragua throughout the COVID-19 Pandemic. bioRxiv. 2024.
[Crossref][PubMed][Google Scholar]

[4] Abdulraheem MI, Xiong Y, Moshood AY, Cadenas-Pliego G, Zhang H, Hu J. Mechanisms of Plant
Epigenetic Regulation in Response to Plant Stress: Recent Discoveries and Implications. Plants
(Basel). 2024;13(2). [Crossref][PubMed][Google Scholar]

[5] Bayle A, Bonastre J, Chaltiel D, Latino N, Rouleau E, Peters S, et al. ESMO study on the
availability and accessibility of biomolecular technologies in oncology in Europe. Ann Oncol.
2023;34(10):934-45. [Crossref][PubMed][Google Scholar]

[6] Clark CM, Kwan JC. Creating and leveraging bespoke large-scale knowledge graphs for
comparative genomics and multi-omics drug discovery with SocialGene. bioRxiv. 2024. [Crossref]
[PubMed][Google Scholar]

Evidence Public Health 2025:1(1) 11


https://search.crossref.org/search/works?q=The%20Evolution%20of%20Next-Generation%20Sequencing%20Technologies&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=The%20Evolution%20of%20Next-Generation%20Sequencing%20Technologies
https://scholar.google.com/scholar_lookup?title=The%20Evolution%20of%20Next-Generation%20Sequencing%20Technologies
https://search.crossref.org/search/works?q=The%20value%20of%20virtual%20molecular%20tumor%20boards%20for%20informed%20clinical%20decision-making&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=The%20value%20of%20virtual%20molecular%20tumor%20boards%20for%20informed%20clinical%20decision-making
https://scholar.google.com/scholar_lookup?title=The%20value%20of%20virtual%20molecular%20tumor%20boards%20for%20informed%20clinical%20decision-making
https://search.crossref.org/search/works?q=Tracking%20the%20genetic%20diversity%20of%20SARS-CoV-2%20variants%20in%20Nicaragua%20throughout%20the%20COVID-19%20Pandemic&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Tracking%20the%20genetic%20diversity%20of%20SARS-CoV-2%20variants%20in%20Nicaragua%20throughout%20the%20COVID-19%20Pandemic
https://scholar.google.com/scholar_lookup?title=Tracking%20the%20genetic%20diversity%20of%20SARS-CoV-2%20variants%20in%20Nicaragua%20throughout%20the%20COVID-19%20Pandemic
https://search.crossref.org/search/works?q=Mechanisms%20of%20Plant%20Epigenetic%20Regulation%20in%20Response%20to%20Plant%20Stress:%20Recent%20Discoveries%20and%20Implications&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Mechanisms%20of%20Plant%20Epigenetic%20Regulation%20in%20Response%20to%20Plant%20Stress:%20Recent%20Discoveries%20and%20Implications
https://scholar.google.com/scholar_lookup?title=Mechanisms%20of%20Plant%20Epigenetic%20Regulation%20in%20Response%20to%20Plant%20Stress:%20Recent%20Discoveries%20and%20Implications
https://search.crossref.org/search/works?q=ESMO%20study%20on%20the%20availability%20and%20accessibility%20of%20biomolecular%20technologies%20in%20oncology%20in%20Europe&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=ESMO%20study%20on%20the%20availability%20and%20accessibility%20of%20biomolecular%20technologies%20in%20oncology%20in%20Europe
https://scholar.google.com/scholar_lookup?title=ESMO%20study%20on%20the%20availability%20and%20accessibility%20of%20biomolecular%20technologies%20in%20oncology%20in%20Europe
https://search.crossref.org/search/works?q=Creating%20and%20leveraging%20bespoke%20large-scale%20knowledge%20graphs%20for%20comparative%20genomics%20and%20multi-omics%20drug%20discovery%20with%20SocialGene&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Creating%20and%20leveraging%20bespoke%20large-scale%20knowledge%20graphs%20for%20comparative%20genomics%20and%20multi-omics%20drug%20discovery%20with%20SocialGene
https://scholar.google.com/scholar_lookup?title=Creating%20and%20leveraging%20bespoke%20large-scale%20knowledge%20graphs%20for%20comparative%20genomics%20and%20multi-omics%20drug%20discovery%20with%20SocialGene

12

Ramalingam PS et al., (2025): trends in next-generation sequencing and analysis

[7] Dweh TJ, Pattnaik S, Sahoo JP. Assessing the impact of meta-genomic tools on current cutting-
edge genome engineering and technology. Int J Biochem Mol Biol. 2023;14(4):62-75. [Crossref]
[PubMed][Google Scholar]

[8] Kumar M, Sharma S, Pandey S, Mammayil G, Pala Kuzhiyil A, Sreesh S, et al. The Genomic
Landscape of Wilson Disease in a Pan India Disease Cohort and Population-Scale Data. Mov Disord
Clin Pract. 2024. [Crossref][PubMed][Google Scholar]

[9] Allender CJ, Wike CL, Porter WT, Ellis D, Lemmer D, Pond SJK, et al. Sequencing by binding
rivals SMOR error-corrected sequencing by synthesis technology for accurate detection and
quantification of minor (< 0. 1%) subpopulation variants. BMC Genomics. 2024,;25(1):789
[Crossref][PubMed][Google Scholar]

[10] Andersson D, Kebede FT, Escobar M, Osterlund T, Stahlberg A. Principles of digital sequencing
using unique molecular identifiers. Mol Aspects Med. 2024;96:101253. [Crossref][PubMed][Google
Scholar]

[11] Atzeni R, Massidda M, Pieroni E, Rallo V, Pisu M, Angius A. A Novel Affordable and Reliable
Framework for Accurate Detection and Comprehensive Analysis of Somatic Mutations in Cancer. Int
J Mol Sci. 2024;25(15). [Crossref][PubMed][Google Scholar]

[12] Bhattacharya S, Saleem SM, Singh A, Singh S, Tripathi S. Empowering precision medicine:
regenerative Al in breast cancer. Front Oncol. 2024;14:1465720. [Crossref][PubMed][Google
Scholar]

[13] Borah K, Das HS, Seth S, Mallick K, Rahaman Z, Mallik S. A review on advancements in
feature selection and feature extraction for high-dimensional NGS data analysis. Funct Integr
Genomics. 2024;24(5):139. [Crossref][PubMed][Google Scholar]

[14] Ghorbani A, Rostami M, Guzzi PH. Al-enabled pipeline for virus detection, validation, and SNP
discovery from next-generation sequencing data. Front Genet. 2024;15:1492752. [Crossref]
[PubMed][Google Scholar]

[15] Ko G, Kim PG, Yoon BH, Kim ], Song W, Byeon I, et al. Closha 2. 0: a bio-workflow design
system for massive genome data analysis on high performance cluster infrastructure. BMC
Bioinformatics. 2024,25(1):353 [Crossref][PubMed][Google Scholar]

[16] Houston R, Desai S, Takayanagi A, Quynh Thu Tran C, Mortezaei A, Oladaskari A, et al. A
Multidisciplinary Update on Treatment Modalities for Metastatic Spinal Tumors with a Surgical
Emphasis: A Literature Review and Evaluation of the Role of Artificial Intelligence. Cancers (Basel).
2024;16(16). [Crossref][PubMed][Google Scholar]

[17] Almeida da Paz M, Warger S, Taher L. Disregarding multimappers leads to biases in the
functional assessment of NGS data. BMC Genomics. 2024;25(1):455. [Crossref][PubMed][Google
Scholar]

[18] Gazola AA, Lautert-Dutra W, Archangelo LF, Reis RBD, Squire JA. Precision oncology platforms:
practical strategies for genomic database utilization in cancer treatment. Mol Cytogenet.
2024;17(1):28. [Crossref][PubMed][Google Scholar]

[19] Yuan DY, Park JH, Li Z, Thomas R, Hwang DM, Fu L. A New Cloud-Native Tool for
Pharmacogenetic Analysis. Genes (Basel). 2024;15(3). [Crossref][PubMed][Google Scholar]

[20] Cifuentes C, Lombana M, Vargas H, Laguado P, Ruiz-Patino A, Rojas L, et al. Application of
Comprehensive Genomic Profiling-Based Next-Generation Sequencing Assay to Improve Cancer
Care in a Developing Country. Cancer Control. 2023;30:10732748231175256. [Crossref][PubMed]
[Google Scholar]

[21] AlDoughaim M, AlSuhebany N, AlZahrani M, AlQahtani T, AlIGhamdi S, Badreldin H, et al.
Cancer Biomarkers and Precision Oncology: A Review of Recent Trends and Innovations. Clin Med
Insights Oncol. 2024;18:11795549241298541. [Crossref][PubMed][Google Scholar]

Evidence Public Health 2025:1(1)


https://search.crossref.org/search/works?q=Assessing%20the%20impact%20of%20meta-genomic%20tools%20on%20current%20cutting-edge%20genome%20engineering%20and%20technology&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Assessing%20the%20impact%20of%20meta-genomic%20tools%20on%20current%20cutting-edge%20genome%20engineering%20and%20technology
https://scholar.google.com/scholar_lookup?title=Assessing%20the%20impact%20of%20meta-genomic%20tools%20on%20current%20cutting-edge%20genome%20engineering%20and%20technology
https://search.crossref.org/search/works?q=The%20Genomic%20Landscape%20of%20Wilson%20Disease%20in%20a%20Pan%20India%20Disease%20Cohort%20and%20Population-Scale%20Data&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=The%20Genomic%20Landscape%20of%20Wilson%20Disease%20in%20a%20Pan%20India%20Disease%20Cohort%20and%20Population-Scale%20Data
https://scholar.google.com/scholar_lookup?title=The%20Genomic%20Landscape%20of%20Wilson%20Disease%20in%20a%20Pan%20India%20Disease%20Cohort%20and%20Population-Scale%20Data
https://search.crossref.org/search/works?q=Sequencing%20by%20binding%20rivals%20SMOR%20error-corrected%20sequencing%20by%20synthesis%20technology%20for%20accurate%20detection%20and%20quantification%20of%20minor%20(%3C%200&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Sequencing%20by%20binding%20rivals%20SMOR%20error-corrected%20sequencing%20by%20synthesis%20technology%20for%20accurate%20detection%20and%20quantification%20of%20minor%20(%3C%200
https://scholar.google.com/scholar_lookup?title=Sequencing%20by%20binding%20rivals%20SMOR%20error-corrected%20sequencing%20by%20synthesis%20technology%20for%20accurate%20detection%20and%20quantification%20of%20minor%20(%3C%200
https://search.crossref.org/search/works?q=Principles%20of%20digital%20sequencing%20using%20unique%20molecular%20identifiers&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Principles%20of%20digital%20sequencing%20using%20unique%20molecular%20identifiers
https://scholar.google.com/scholar_lookup?title=Principles%20of%20digital%20sequencing%20using%20unique%20molecular%20identifiers
https://scholar.google.com/scholar_lookup?title=Principles%20of%20digital%20sequencing%20using%20unique%20molecular%20identifiers
https://search.crossref.org/search/works?q=A%20Novel%20Affordable%20and%20Reliable%20Framework%20for%20Accurate%20Detection%20and%20Comprehensive%20Analysis%20of%20Somatic%20Mutations%20in%20Cancer&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=A%20Novel%20Affordable%20and%20Reliable%20Framework%20for%20Accurate%20Detection%20and%20Comprehensive%20Analysis%20of%20Somatic%20Mutations%20in%20Cancer
https://scholar.google.com/scholar_lookup?title=A%20Novel%20Affordable%20and%20Reliable%20Framework%20for%20Accurate%20Detection%20and%20Comprehensive%20Analysis%20of%20Somatic%20Mutations%20in%20Cancer
https://search.crossref.org/search/works?q=Empowering%20precision%20medicine:%20regenerative%20AI%20in%20breast%20cancer&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Empowering%20precision%20medicine:%20regenerative%20AI%20in%20breast%20cancer
https://scholar.google.com/scholar_lookup?title=Empowering%20precision%20medicine:%20regenerative%20AI%20in%20breast%20cancer
https://scholar.google.com/scholar_lookup?title=Empowering%20precision%20medicine:%20regenerative%20AI%20in%20breast%20cancer
https://search.crossref.org/search/works?q=A%20review%20on%20advancements%20in%20feature%20selection%20and%20feature%20extraction%20for%20high-dimensional%20NGS%20data%20analysis&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=A%20review%20on%20advancements%20in%20feature%20selection%20and%20feature%20extraction%20for%20high-dimensional%20NGS%20data%20analysis
https://scholar.google.com/scholar_lookup?title=A%20review%20on%20advancements%20in%20feature%20selection%20and%20feature%20extraction%20for%20high-dimensional%20NGS%20data%20analysis
https://search.crossref.org/search/works?q=AI-enabled%20pipeline%20for%20virus%20detection,%20validation,%20and%20SNP%20discovery%20from%20next-generation%20sequencing%20data&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=AI-enabled%20pipeline%20for%20virus%20detection,%20validation,%20and%20SNP%20discovery%20from%20next-generation%20sequencing%20data
https://scholar.google.com/scholar_lookup?title=AI-enabled%20pipeline%20for%20virus%20detection,%20validation,%20and%20SNP%20discovery%20from%20next-generation%20sequencing%20data
https://search.crossref.org/search/works?q=Closha%202&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Closha%202
https://scholar.google.com/scholar_lookup?title=Closha%202
https://search.crossref.org/search/works?q=A%20Multidisciplinary%20Update%20on%20Treatment%20Modalities%20for%20Metastatic%20Spinal%20Tumors%20with%20a%20Surgical%20Emphasis:%20A%20Literature%20Review%20and%20Evaluation%20of%20the%20Role%20of%20Artificial%20Intelligence&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=A%20Multidisciplinary%20Update%20on%20Treatment%20Modalities%20for%20Metastatic%20Spinal%20Tumors%20with%20a%20Surgical%20Emphasis:%20A%20Literature%20Review%20and%20Evaluation%20of%20the%20Role%20of%20Artificial%20Intelligence
https://scholar.google.com/scholar_lookup?title=A%20Multidisciplinary%20Update%20on%20Treatment%20Modalities%20for%20Metastatic%20Spinal%20Tumors%20with%20a%20Surgical%20Emphasis:%20A%20Literature%20Review%20and%20Evaluation%20of%20the%20Role%20of%20Artificial%20Intelligence
https://search.crossref.org/search/works?q=Disregarding%20multimappers%20leads%20to%20biases%20in%20the%20functional%20assessment%20of%20NGS%20data&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Disregarding%20multimappers%20leads%20to%20biases%20in%20the%20functional%20assessment%20of%20NGS%20data
https://scholar.google.com/scholar_lookup?title=Disregarding%20multimappers%20leads%20to%20biases%20in%20the%20functional%20assessment%20of%20NGS%20data
https://scholar.google.com/scholar_lookup?title=Disregarding%20multimappers%20leads%20to%20biases%20in%20the%20functional%20assessment%20of%20NGS%20data
https://search.crossref.org/search/works?q=Precision%20oncology%20platforms:%20practical%20strategies%20for%20genomic%20database%20utilization%20in%20cancer%20treatment&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Precision%20oncology%20platforms:%20practical%20strategies%20for%20genomic%20database%20utilization%20in%20cancer%20treatment
https://scholar.google.com/scholar_lookup?title=Precision%20oncology%20platforms:%20practical%20strategies%20for%20genomic%20database%20utilization%20in%20cancer%20treatment
https://search.crossref.org/search/works?q=A%20New%20Cloud-Native%20Tool%20for%20Pharmacogenetic%20Analysis&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=A%20New%20Cloud-Native%20Tool%20for%20Pharmacogenetic%20Analysis
https://scholar.google.com/scholar_lookup?title=A%20New%20Cloud-Native%20Tool%20for%20Pharmacogenetic%20Analysis
https://search.crossref.org/search/works?q=Application%20of%20Comprehensive%20Genomic%20Profiling-Based%20Next-Generation%20Sequencing%20Assay%20to%20Improve%20Cancer%20Care%20in%20a%20Developing%20Country&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Application%20of%20Comprehensive%20Genomic%20Profiling-Based%20Next-Generation%20Sequencing%20Assay%20to%20Improve%20Cancer%20Care%20in%20a%20Developing%20Country
https://scholar.google.com/scholar_lookup?title=Application%20of%20Comprehensive%20Genomic%20Profiling-Based%20Next-Generation%20Sequencing%20Assay%20to%20Improve%20Cancer%20Care%20in%20a%20Developing%20Country
https://search.crossref.org/search/works?q=Cancer%20Biomarkers%20and%20Precision%20Oncology:%20A%20Review%20of%20Recent%20Trends%20and%20Innovations&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Cancer%20Biomarkers%20and%20Precision%20Oncology:%20A%20Review%20of%20Recent%20Trends%20and%20Innovations
https://scholar.google.com/scholar_lookup?title=Cancer%20Biomarkers%20and%20Precision%20Oncology:%20A%20Review%20of%20Recent%20Trends%20and%20Innovations

Ramalingam PS et al., (2025): trends in next-generation sequencing and analysis

[22] Inshutiyimana S, Ramadan N, Razzak RA, Al Maaz Z, Wojtara M, Uwishema O.
Pharmacogenomics revolutionizing cardiovascular therapeutics: A narrative review. Health Sci Rep.
2024;7(10):e70139. [Crossref][PubMed][Google Scholar]

[23] Bisig B, Lefort K, Carras S, de Leval L. Clinical use of circulating tumor DNA analysis in
patients with lymphoma. Hum Pathol. 2024:105679. [Crossref][PubMed][Google Scholar]

[24] Castellotti B, Ragona F, Freri E, Messina G, Magri S, Previtali R, et al. Next-generation
sequencing in pediatric-onset epilepsies: Analysis with target panels and personalized therapeutic
approach. Epilepsia Open. 2024;9(5):1922-30. [Crossref][PubMed][Google Scholar]

[25] Albushi S, Almohalwas M, Kushk F, Alhejaili R, Samman R. Fibrous Dysplasia of Parietal Bone:
A Case Report and Review of Literature. Cureus. 2024;16(11):e73023. [Crossref][PubMed][Google
Scholar]

[26] Alvarez Vazquez A, Lopez Alcolea ], Urmeneta Ulloa J, Forteza Gil A, Rivas Oyarzabal J,
Cabrera Rodriguez JA, et al. Takayasu's arteritis causing coronary stenosis with myocardial
ischemia, severe aortic regurgitation, and pericarditis. Radiol Case Rep. 2025;20(1):791-6.
[Crossref][PubMed][Google Scholar]

[27] Alanzi AR. Exploring Microbial Dark Matter for the Discovery of Novel Natural Products:
Characteristics, Abundance Challenges and Methods. ] Microbiol Biotechnol. 2024;35. [Crossref]
[PubMed][Google Scholar]

[28] Belchikov N, Hsu J, Li XJ, Jarroux J, Hu W, Joglekar A, et al. Understanding isoform expression
by pairing long-read sequencing with single-cell and spatial transcriptomics. Genome Res.
2024;34(11):1735-46. [Crossref][PubMed][Google Scholar]

[29] Agrawal A, Thomann S, Basu S, Grun D. NiCo identifies extrinsic drivers of cell state
modulation by niche covariation analysis. Nat Commun. 2024;15(1):10628. [Crossref][PubMed]
[Google Scholar]

[30] Bonetti Franceschi V, Volz E. Phylogenetic signatures reveal multilevel selection and fitness
costs in SARS-CoV-2. Wellcome Open Res. 2024;9:85. [Crossref][PubMed][Google Scholar]

[31] Dominguez PG, Gutierrez AV, Fass MI, Filippi CV, Vera P, Puebla A, et al. Genome-Wide
Diversity in Lowland and Highland Maize Landraces From Southern South America: Population
Genetics Insights to Assist Conservation. Evol Appl. 2024;17(12):e70047. [Crossref][PubMed]
[Google Scholar]

[32] Feng X, Jiang N, Zheng ], Zhu Z, Chen J, Duan L, et al. Advancing knowledge of One Health in
China: lessons for One Health from China's dengue control and prevention programs. Sci One
Health. 2024;3:100087. [Crossref][PubMed][Google Scholar]

[33] Atherton W, Ambrose L, Wisdom J, Lessard BD, Kurucz N, Webb CE, et al. Nuclear and
mitochondrial population genetics of the Australasian arbovirus vector Culex annulirostris (Skuse)
reveals strong geographic structure and cryptic species. Parasit Vectors. 2024;17(1):501.
[Crossref][PubMed][Google Scholar]

[34] Kumar A. Genome Annotation. Methods Mol Biol. 2025;2859:21-37. [Crossref][PubMed]
[Google Scholar]

[35] Alwadhi V, Mishra A, Nagendra A, Bajpayee D, Joshi NC, Gupta S, et al. Introduction of Heat-
Stable Carbetocin through a Public-Private Partnership Model in India: A Retrospective Study to
Determine Feasibility and Its Optimal Use in Public Health Settings. Int J MCH AIDS. 2024;13(Suppl
1):S81-S8. [Crossref][PubMed][Google Scholar]

[36] Kawalia A, Motameny S, Wonczak S, Thiele H, Nieroda L, Jabbari K, et al. Leveraging the
power of high performance computing for next generation sequencing data analysis: tricks and
twists from a high throughput exome workflow. PLoS One. 2015;10(5):e0126321. [Crossref]
[PubMed][Google Scholar]

Evidence Public Health 2025:1(1) 13


https://search.crossref.org/search/works?q=Pharmacogenomics%20revolutionizing%20cardiovascular%20therapeutics:%20A%20narrative%20review&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Pharmacogenomics%20revolutionizing%20cardiovascular%20therapeutics:%20A%20narrative%20review
https://scholar.google.com/scholar_lookup?title=Pharmacogenomics%20revolutionizing%20cardiovascular%20therapeutics:%20A%20narrative%20review
https://search.crossref.org/search/works?q=Clinical%20use%20of%20circulating%20tumor%20DNA%20analysis%20in%20patients%20with%20lymphoma&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Clinical%20use%20of%20circulating%20tumor%20DNA%20analysis%20in%20patients%20with%20lymphoma
https://scholar.google.com/scholar_lookup?title=Clinical%20use%20of%20circulating%20tumor%20DNA%20analysis%20in%20patients%20with%20lymphoma
https://search.crossref.org/search/works?q=Next-generation%20sequencing%20in%20pediatric-onset%20epilepsies:%20Analysis%20with%20target%20panels%20and%20personalized%20therapeutic%20approach&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Next-generation%20sequencing%20in%20pediatric-onset%20epilepsies:%20Analysis%20with%20target%20panels%20and%20personalized%20therapeutic%20approach
https://scholar.google.com/scholar_lookup?title=Next-generation%20sequencing%20in%20pediatric-onset%20epilepsies:%20Analysis%20with%20target%20panels%20and%20personalized%20therapeutic%20approach
https://search.crossref.org/search/works?q=Fibrous%20Dysplasia%20of%20Parietal%20Bone:%20A%20Case%20Report%20and%20Review%20of%20Literature&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Fibrous%20Dysplasia%20of%20Parietal%20Bone:%20A%20Case%20Report%20and%20Review%20of%20Literature
https://scholar.google.com/scholar_lookup?title=Fibrous%20Dysplasia%20of%20Parietal%20Bone:%20A%20Case%20Report%20and%20Review%20of%20Literature
https://scholar.google.com/scholar_lookup?title=Fibrous%20Dysplasia%20of%20Parietal%20Bone:%20A%20Case%20Report%20and%20Review%20of%20Literature
https://search.crossref.org/search/works?q=Takayasu%27s%20arteritis%20causing%20coronary%20stenosis%20with%20myocardial%20ischemia,%20severe%20aortic%20regurgitation,%20and%20pericarditis&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Takayasu%27s%20arteritis%20causing%20coronary%20stenosis%20with%20myocardial%20ischemia,%20severe%20aortic%20regurgitation,%20and%20pericarditis
https://scholar.google.com/scholar_lookup?title=Takayasu%27s%20arteritis%20causing%20coronary%20stenosis%20with%20myocardial%20ischemia,%20severe%20aortic%20regurgitation,%20and%20pericarditis
https://search.crossref.org/search/works?q=Exploring%20Microbial%20Dark%20Matter%20for%20the%20Discovery%20of%20Novel%20Natural%20Products:%20Characteristics,%20Abundance%20Challenges%20and%20Methods&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Exploring%20Microbial%20Dark%20Matter%20for%20the%20Discovery%20of%20Novel%20Natural%20Products:%20Characteristics,%20Abundance%20Challenges%20and%20Methods
https://scholar.google.com/scholar_lookup?title=Exploring%20Microbial%20Dark%20Matter%20for%20the%20Discovery%20of%20Novel%20Natural%20Products:%20Characteristics,%20Abundance%20Challenges%20and%20Methods
https://search.crossref.org/search/works?q=Understanding%20isoform%20expression%20by%20pairing%20long-read%20sequencing%20with%20single-cell%20and%20spatial%20transcriptomics&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Understanding%20isoform%20expression%20by%20pairing%20long-read%20sequencing%20with%20single-cell%20and%20spatial%20transcriptomics
https://scholar.google.com/scholar_lookup?title=Understanding%20isoform%20expression%20by%20pairing%20long-read%20sequencing%20with%20single-cell%20and%20spatial%20transcriptomics
https://search.crossref.org/search/works?q=NiCo%20identifies%20extrinsic%20drivers%20of%20cell%20state%20modulation%20by%20niche%20covariation%20analysis&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=NiCo%20identifies%20extrinsic%20drivers%20of%20cell%20state%20modulation%20by%20niche%20covariation%20analysis
https://scholar.google.com/scholar_lookup?title=NiCo%20identifies%20extrinsic%20drivers%20of%20cell%20state%20modulation%20by%20niche%20covariation%20analysis
https://search.crossref.org/search/works?q=Phylogenetic%20signatures%20reveal%20multilevel%20selection%20and%20fitness%20costs%20in%20SARS-CoV-2&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Phylogenetic%20signatures%20reveal%20multilevel%20selection%20and%20fitness%20costs%20in%20SARS-CoV-2
https://scholar.google.com/scholar_lookup?title=Phylogenetic%20signatures%20reveal%20multilevel%20selection%20and%20fitness%20costs%20in%20SARS-CoV-2
https://search.crossref.org/search/works?q=Genome-Wide%20Diversity%20in%20Lowland%20and%20Highland%20Maize%20Landraces%20From%20Southern%20South%20America:%20Population%20Genetics%20Insights%20to%20Assist%20Conservation&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Genome-Wide%20Diversity%20in%20Lowland%20and%20Highland%20Maize%20Landraces%20From%20Southern%20South%20America:%20Population%20Genetics%20Insights%20to%20Assist%20Conservation
https://scholar.google.com/scholar_lookup?title=Genome-Wide%20Diversity%20in%20Lowland%20and%20Highland%20Maize%20Landraces%20From%20Southern%20South%20America:%20Population%20Genetics%20Insights%20to%20Assist%20Conservation
https://search.crossref.org/search/works?q=Advancing%20knowledge%20of%20One%20Health%20in%20China:%20lessons%20for%20One%20Health%20from%20China%27s%20dengue%20control%20and%20prevention%20programs&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Advancing%20knowledge%20of%20One%20Health%20in%20China:%20lessons%20for%20One%20Health%20from%20China%27s%20dengue%20control%20and%20prevention%20programs
https://scholar.google.com/scholar_lookup?title=Advancing%20knowledge%20of%20One%20Health%20in%20China:%20lessons%20for%20One%20Health%20from%20China%27s%20dengue%20control%20and%20prevention%20programs
https://search.crossref.org/search/works?q=Nuclear%20and%20mitochondrial%20population%20genetics%20of%20the%20Australasian%20arbovirus%20vector%20Culex%20annulirostris%20(Skuse)%20reveals%20strong%20geographic%20structure%20and%20cryptic%20species&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Nuclear%20and%20mitochondrial%20population%20genetics%20of%20the%20Australasian%20arbovirus%20vector%20Culex%20annulirostris%20(Skuse)%20reveals%20strong%20geographic%20structure%20and%20cryptic%20species
https://scholar.google.com/scholar_lookup?title=Nuclear%20and%20mitochondrial%20population%20genetics%20of%20the%20Australasian%20arbovirus%20vector%20Culex%20annulirostris%20(Skuse)%20reveals%20strong%20geographic%20structure%20and%20cryptic%20species
https://search.crossref.org/search/works?q=Genome%20Annotation&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Genome%20Annotation
https://scholar.google.com/scholar_lookup?title=Genome%20Annotation
https://search.crossref.org/search/works?q=Introduction%20of%20Heat-Stable%20Carbetocin%20through%20a%20Public-Private%20Partnership%20Model%20in%20India:%20A%20Retrospective%20Study%20to%20Determine%20Feasibility%20and%20Its%20Optimal%20Use%20in%20Public%20Health%20Settings&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Introduction%20of%20Heat-Stable%20Carbetocin%20through%20a%20Public-Private%20Partnership%20Model%20in%20India:%20A%20Retrospective%20Study%20to%20Determine%20Feasibility%20and%20Its%20Optimal%20Use%20in%20Public%20Health%20Settings
https://scholar.google.com/scholar_lookup?title=Introduction%20of%20Heat-Stable%20Carbetocin%20through%20a%20Public-Private%20Partnership%20Model%20in%20India:%20A%20Retrospective%20Study%20to%20Determine%20Feasibility%20and%20Its%20Optimal%20Use%20in%20Public%20Health%20Settings
https://search.crossref.org/search/works?q=Leveraging%20the%20power%20of%20high%20performance%20computing%20for%20next%20generation%20sequencing%20data%20analysis:%20tricks%20and%20twists%20from%20a%20high%20throughput%20exome%20workflow&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Leveraging%20the%20power%20of%20high%20performance%20computing%20for%20next%20generation%20sequencing%20data%20analysis:%20tricks%20and%20twists%20from%20a%20high%20throughput%20exome%20workflow
https://scholar.google.com/scholar_lookup?title=Leveraging%20the%20power%20of%20high%20performance%20computing%20for%20next%20generation%20sequencing%20data%20analysis:%20tricks%20and%20twists%20from%20a%20high%20throughput%20exome%20workflow

14

Ramalingam PS et al., (2025): trends in next-generation sequencing and analysis

[37] Singh S, Praveen A, Dudha N, Sharma VK, Bhadrecha P. Single-cell transcriptomics: a new
frontier in plant biotechnology research. Plant Cell Rep. 2024;43(12):294. [Crossref][PubMed]
[Google Scholar]

[38] Kumar KR, Cowley MJ], Davis RL. Next-Generation Sequencing and Emerging Technologies.
Semin Thromb Hemost. 2024;50(7):1026-38. [Crossref][PubMed][Google Scholar]

[39] Lee C, Vogt KA, Kumar S. Prospects for Al clinical summarization to reduce the burden of
patient chart review. Front Digit Health. 2024;6:1475092. [Crossref][PubMed][Google Scholar]

[40] Arango-Isaza E, Aninao MJ], Campbell R, Martinez FI, Shimizu KK, Barbieri C. Bridging the gap:
returning genetic results to indigenous communities in Latin America. Front Genet.
2023;14:1304974. [Crossref][PubMed][Google Scholar]

[41] Beigh M, Vagher ], Codden R, Maese LD, Cook S, Gammon A. Newborn Screening for Li-
Fraumeni Syndrome: Patient Perspectives. Res Sq. 2024. [Crossref][PubMed][Google Scholar]

[42] Cadigan RJ], Ponsaran R, Rich C, Timmons ], Brothers KB, Goldenberg AJ. Supporting
Stewardship: Funding, Utilization, and Sustainability as Ethical Concerns in Networked Biobanking.
AJOB Empir Bioeth. 2024:1-10. [Crossref][PubMed][Google Scholar]

[43] Smit AK, Gokoolparsadh A, McWhirter R, Newett L, Milch V, Hermes A, et al. Ethical, legal, and
social issues related to genetics and genomics in cancer: A scoping review and narrative synthesis.
Genet Med. 2024;26(12):101270. [Crossref][PubMed][Google Scholar]

[44] Beaurepaire AL, Hogendoorn K, Kleijn D, Otis GW, Potts SG, Singer TL, et al. Avenues towards
reconciling wild and managed bee proponents. Trends Ecol Evol. 2024. [Crossref][PubMed][Google
Scholar]

[45] Cai Y, Zhang Y, Wu Y. Theoretical framework and differentiated policies for national park zoning
management: A Baishanzu case study in China. iScience. 2024;27(12):111377. [Crossref]
[PubMed][Google Scholar]

[46] Chandrani S, Drishanu D, Vaishnavi G, Gunaseelan S, Ashokkumar B, Bharathi KSU, et al. Role
of macroalgal blue carbon ecosystems in climate change mitigation. Sci Total Environ.
2024;958:177751. [Crossref][PubMed][Google Scholar]

[47] Chen YN, Cui YZ, Chen XR, Wang JY, Li BZ, Yuan YJ. Direct cloning strategies for large genomic
fragments: A review. Biotechnol Adv. 2024;79:108494. [Crossref][PubMed][Google Scholar]

[48] Dulvy NK, Pacoureau N, Matsushiba JH, Yan HF, VanderWright WJ, Rigby CL, et al. Ecological
erosion and expanding extinction risk of sharks and rays. Science. 2024;386(6726):eadn1477.
[Crossref][PubMed][Google Scholar]

[49] Chaparro-Pedraza PC, Roth G, Melian CJ. Ecological diversification in sexual and asexual
lineages. Sci Rep. 2024;14(1):30369. [Crossref][PubMed][Google Scholar]

[50] Valentim HIL, Feio M], Almeida SFP. Assessing the effectiveness of terrestrial protected areas
towards riverine ecosystems. Sci Total Environ. 2024;958:177878. [Crossref][PubMed][Google
Scholar]

[51] Al Sultan A, Rattray Z, Rattray NJW. Integrative analysis of toxicometabolomics and
toxicoproteomics data: new molecular insights into thiazolidinedione-induced cardiotoxicity.
Metabolomics. 2024;21(1):1. [Crossref][PubMed][Google Scholar]

[52] Aldridge CM, Keene KL, Normeshie CA, Mychaleckyj JC, Hauck FR. Metabolomic profiles of
infants classified as sudden infant death syndrome: a case-control analysis. EBioMedicine.
2024;111:105484. [Crossref][PubMed][Google Scholar]

[53] Anwar A, Sakrikar N, Huebert R. LncRNA, RNA Therapeutics, and Emerging Technologies in
Liver Pathobiology. Semin Liver Dis. 2024. [Crossref][PubMed][Google Scholar]

[54] Al-Naimi MS, Abu-Raghif AR, Fawzi HA. Novel therapeutic effects of rifaximin in combination
with methylprednisolone for LPS-induced oxidative stress and inflammation in mice: An in vivo
study. Toxicol Rep. 2024;13:101808. [Crossref][PubMed][Google Scholar]

Evidence Public Health 2025:1(1)


https://search.crossref.org/search/works?q=Single-cell%20transcriptomics:%20a%20new%20frontier%20in%20plant%20biotechnology%20research&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Single-cell%20transcriptomics:%20a%20new%20frontier%20in%20plant%20biotechnology%20research
https://scholar.google.com/scholar_lookup?title=Single-cell%20transcriptomics:%20a%20new%20frontier%20in%20plant%20biotechnology%20research
https://search.crossref.org/search/works?q=Next-Generation%20Sequencing%20and%20Emerging%20Technologies&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Next-Generation%20Sequencing%20and%20Emerging%20Technologies
https://scholar.google.com/scholar_lookup?title=Next-Generation%20Sequencing%20and%20Emerging%20Technologies
https://search.crossref.org/search/works?q=Prospects%20for%20AI%20clinical%20summarization%20to%20reduce%20the%20burden%20of%20patient%20chart%20review&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Prospects%20for%20AI%20clinical%20summarization%20to%20reduce%20the%20burden%20of%20patient%20chart%20review
https://scholar.google.com/scholar_lookup?title=Prospects%20for%20AI%20clinical%20summarization%20to%20reduce%20the%20burden%20of%20patient%20chart%20review
https://search.crossref.org/search/works?q=Bridging%20the%20gap:%20returning%20genetic%20results%20to%20indigenous%20communities%20in%20Latin%20America&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Bridging%20the%20gap:%20returning%20genetic%20results%20to%20indigenous%20communities%20in%20Latin%20America
https://scholar.google.com/scholar_lookup?title=Bridging%20the%20gap:%20returning%20genetic%20results%20to%20indigenous%20communities%20in%20Latin%20America
https://search.crossref.org/search/works?q=Newborn%20Screening%20for%20Li-Fraumeni%20Syndrome:%20Patient%20Perspectives&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Newborn%20Screening%20for%20Li-Fraumeni%20Syndrome:%20Patient%20Perspectives
https://scholar.google.com/scholar_lookup?title=Newborn%20Screening%20for%20Li-Fraumeni%20Syndrome:%20Patient%20Perspectives
https://search.crossref.org/search/works?q=Supporting%20Stewardship:%20Funding,%20Utilization,%20and%20Sustainability%20as%20Ethical%20Concerns%20in%20Networked%20Biobanking&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Supporting%20Stewardship:%20Funding,%20Utilization,%20and%20Sustainability%20as%20Ethical%20Concerns%20in%20Networked%20Biobanking
https://scholar.google.com/scholar_lookup?title=Supporting%20Stewardship:%20Funding,%20Utilization,%20and%20Sustainability%20as%20Ethical%20Concerns%20in%20Networked%20Biobanking
https://search.crossref.org/search/works?q=Ethical,%20legal,%20and%20social%20issues%20related%20to%20genetics%20and%20genomics%20in%20cancer:%20A%20scoping%20review%20and%20narrative%20synthesis&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Ethical,%20legal,%20and%20social%20issues%20related%20to%20genetics%20and%20genomics%20in%20cancer:%20A%20scoping%20review%20and%20narrative%20synthesis
https://scholar.google.com/scholar_lookup?title=Ethical,%20legal,%20and%20social%20issues%20related%20to%20genetics%20and%20genomics%20in%20cancer:%20A%20scoping%20review%20and%20narrative%20synthesis
https://search.crossref.org/search/works?q=Avenues%20towards%20reconciling%20wild%20and%20managed%20bee%20proponents&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Avenues%20towards%20reconciling%20wild%20and%20managed%20bee%20proponents
https://scholar.google.com/scholar_lookup?title=Avenues%20towards%20reconciling%20wild%20and%20managed%20bee%20proponents
https://scholar.google.com/scholar_lookup?title=Avenues%20towards%20reconciling%20wild%20and%20managed%20bee%20proponents
https://search.crossref.org/search/works?q=Theoretical%20framework%20and%20differentiated%20policies%20for%20national%20park%20zoning%20management:%20A%20Baishanzu%20case%20study%20in%20China&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Theoretical%20framework%20and%20differentiated%20policies%20for%20national%20park%20zoning%20management:%20A%20Baishanzu%20case%20study%20in%20China
https://scholar.google.com/scholar_lookup?title=Theoretical%20framework%20and%20differentiated%20policies%20for%20national%20park%20zoning%20management:%20A%20Baishanzu%20case%20study%20in%20China
https://search.crossref.org/search/works?q=Role%20of%20macroalgal%20blue%20carbon%20ecosystems%20in%20climate%20change%20mitigation&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Role%20of%20macroalgal%20blue%20carbon%20ecosystems%20in%20climate%20change%20mitigation
https://scholar.google.com/scholar_lookup?title=Role%20of%20macroalgal%20blue%20carbon%20ecosystems%20in%20climate%20change%20mitigation
https://search.crossref.org/search/works?q=Direct%20cloning%20strategies%20for%20large%20genomic%20fragments:%20A%20review&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Direct%20cloning%20strategies%20for%20large%20genomic%20fragments:%20A%20review
https://scholar.google.com/scholar_lookup?title=Direct%20cloning%20strategies%20for%20large%20genomic%20fragments:%20A%20review
https://search.crossref.org/search/works?q=Ecological%20erosion%20and%20expanding%20extinction%20risk%20of%20sharks%20and%20rays&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Ecological%20erosion%20and%20expanding%20extinction%20risk%20of%20sharks%20and%20rays
https://scholar.google.com/scholar_lookup?title=Ecological%20erosion%20and%20expanding%20extinction%20risk%20of%20sharks%20and%20rays
https://search.crossref.org/search/works?q=Ecological%20diversification%20in%20sexual%20and%20asexual%20lineages&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Ecological%20diversification%20in%20sexual%20and%20asexual%20lineages
https://scholar.google.com/scholar_lookup?title=Ecological%20diversification%20in%20sexual%20and%20asexual%20lineages
https://search.crossref.org/search/works?q=Assessing%20the%20effectiveness%20of%20terrestrial%20protected%20areas%20towards%20riverine%20ecosystems&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Assessing%20the%20effectiveness%20of%20terrestrial%20protected%20areas%20towards%20riverine%20ecosystems
https://scholar.google.com/scholar_lookup?title=Assessing%20the%20effectiveness%20of%20terrestrial%20protected%20areas%20towards%20riverine%20ecosystems
https://scholar.google.com/scholar_lookup?title=Assessing%20the%20effectiveness%20of%20terrestrial%20protected%20areas%20towards%20riverine%20ecosystems
https://search.crossref.org/search/works?q=Integrative%20analysis%20of%20toxicometabolomics%20and%20toxicoproteomics%20data:%20new%20molecular%20insights%20into%20thiazolidinedione-induced%20cardiotoxicity&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Integrative%20analysis%20of%20toxicometabolomics%20and%20toxicoproteomics%20data:%20new%20molecular%20insights%20into%20thiazolidinedione-induced%20cardiotoxicity
https://scholar.google.com/scholar_lookup?title=Integrative%20analysis%20of%20toxicometabolomics%20and%20toxicoproteomics%20data:%20new%20molecular%20insights%20into%20thiazolidinedione-induced%20cardiotoxicity
https://search.crossref.org/search/works?q=Metabolomic%20profiles%20of%20infants%20classified%20as%20sudden%20infant%20death%20syndrome:%20a%20case-control%20analysis&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Metabolomic%20profiles%20of%20infants%20classified%20as%20sudden%20infant%20death%20syndrome:%20a%20case-control%20analysis
https://scholar.google.com/scholar_lookup?title=Metabolomic%20profiles%20of%20infants%20classified%20as%20sudden%20infant%20death%20syndrome:%20a%20case-control%20analysis
https://search.crossref.org/search/works?q=LncRNA,%20RNA%20Therapeutics,%20and%20Emerging%20Technologies%20in%20Liver%20Pathobiology&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=LncRNA,%20RNA%20Therapeutics,%20and%20Emerging%20Technologies%20in%20Liver%20Pathobiology
https://scholar.google.com/scholar_lookup?title=LncRNA,%20RNA%20Therapeutics,%20and%20Emerging%20Technologies%20in%20Liver%20Pathobiology
https://search.crossref.org/search/works?q=Novel%20therapeutic%20effects%20of%20rifaximin%20in%20combination%20with%20methylprednisolone%20for%20LPS-induced%20%E2%80%8Eoxidative%20stress%20and%20inflammation%20in%20mice%E2%80%8E:%20%E2%80%8EAn%20in%20vivo%20study&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Novel%20therapeutic%20effects%20of%20rifaximin%20in%20combination%20with%20methylprednisolone%20for%20LPS-induced%20%E2%80%8Eoxidative%20stress%20and%20inflammation%20in%20mice%E2%80%8E:%20%E2%80%8EAn%20in%20vivo%20study
https://scholar.google.com/scholar_lookup?title=Novel%20therapeutic%20effects%20of%20rifaximin%20in%20combination%20with%20methylprednisolone%20for%20LPS-induced%20%E2%80%8Eoxidative%20stress%20and%20inflammation%20in%20mice%E2%80%8E:%20%E2%80%8EAn%20in%20vivo%20study

Ramalingam PS et al., (2025): trends in next-generation sequencing and analysis

[55] Armitage RC. Implications of Large Language Models for Clinical Practice: Ethical Analysis
Through the Principlism Framework. J Eval Clin Pract. 2025;31(1):e14250. [Crossref][PubMed]
[Google Scholar]

[56] Cortes J, Pacheco M, Fronteira 1. Essential Factors on Effective Response at the Onset of the
COVID-19 Pandemic Comment on "Experiences and Implications of the First Wave of the COVID-19
Emergency in Italy: A Social Science Perspective". Int J Health Policy Manag. 2024;13:8642.
[Crossref][PubMed][Google Scholar]

[57] Goniewicz K, Burkle FM, Khorram-Manesh A. Transforming global public health: Climate
collaboration, political challenges, and systemic change. J Infect Public Health. 2024;18(1):102615.
[Crossref][PubMed][Google Scholar]

Disclaimer / Publisher’s NoteThe statements, opinions and data contained in all publications are solely those
of the individual author(s) and contributor(s) and not of Journals and/or the editor(s). Journals and/or the
editor(s) disclaim responsibility for any injury to people or property resulting from any ideas, methods,
instructions or products referred to in the content.

Evidence Public Health 2025:1(1) 15


https://search.crossref.org/search/works?q=Implications%20of%20Large%20Language%20Models%20for%20Clinical%20Practice:%20Ethical%20Analysis%20Through%20the%20Principlism%20Framework&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Implications%20of%20Large%20Language%20Models%20for%20Clinical%20Practice:%20Ethical%20Analysis%20Through%20the%20Principlism%20Framework
https://scholar.google.com/scholar_lookup?title=Implications%20of%20Large%20Language%20Models%20for%20Clinical%20Practice:%20Ethical%20Analysis%20Through%20the%20Principlism%20Framework
https://search.crossref.org/search/works?q=Essential%20Factors%20on%20Effective%20Response%20at%20the%20Onset%20of%20the%20COVID-19%20Pandemic%20Comment%20on
https://www.ncbi.nlm.nih.gov/pubmed/?term=Essential%20Factors%20on%20Effective%20Response%20at%20the%20Onset%20of%20the%20COVID-19%20Pandemic%20Comment%20on
https://scholar.google.com/scholar_lookup?title=Essential%20Factors%20on%20Effective%20Response%20at%20the%20Onset%20of%20the%20COVID-19%20Pandemic%20Comment%20on
https://search.crossref.org/search/works?q=Transforming%20global%20public%20health:%20Climate%20collaboration,%20political%20challenges,%20and%20systemic%20change&from_ui=yes
https://www.ncbi.nlm.nih.gov/pubmed/?term=Transforming%20global%20public%20health:%20Climate%20collaboration,%20political%20challenges,%20and%20systemic%20change
https://scholar.google.com/scholar_lookup?title=Transforming%20global%20public%20health:%20Climate%20collaboration,%20political%20challenges,%20and%20systemic%20change

