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A quick technique for direct sequencing of genomic DNA is described and

used.
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Introduction

One of the most significant developments in the fields of
molecular biology and genetics is genomic sequencing,
which provides a window into the structure of life itself.
Fundamentally, genomic sequencing is a potent scientific
method that enables us to interpret the complex code encoded
in the DNA of living things. The nucleotide bases that make
up this code include the instructions for the growth, operation,
and diversity of all life forms on Earth [1].

James Watson and Francis Crick's revolutionary discovery of
the DNA double helix structure in 1953 marked the beginning of
the genomic sequencing process. Since then, this discipline has
advanced because to constant scientific advancement, making
it possible to thoroughly read and decipher an organism's
entire genetic code. This outstanding accomplishment has far-
reaching implications for understanding the genetic causes of
health and disease as well as for transforming industries like
biotechnology, medicine, and evolutionary biology [2].

For many years, a central goal of molecular biology has been
to unravel the mysteries of the genetic code. A key component
of this effort has been the capacity to directly sequence
genomic DNA, which has allowed researchers to determine
the arrangement of the nucleotide bases that make up the
DNA molecule. Traditional sequencing techniques have
required a lot of time and labor. However, new technological
developments have brought forth a speedy and effective
method for direct sequencing of genomic DNA [3].

Our understanding of genetics has advanced greatly as a
result of traditional DNA sequencing techniques like Sanger
sequencing. They do have certain drawbacks, though. These
procedures frequently entail numerous steps, thorough sample
preparation, and can be time-consuming and expensive [4].

High-throughput sequencing, sometimes referred to as next-
generation sequencing (NGS), is a cutting-edge technology
that has completely changed the field of genetics. Because

NGS enables the simultaneous sequencing of millions of DNA
fragments, it is both substantially faster and more affordable
than prior methods [5].

Conclusion

Next-Generation Sequencing (NGS), a rapid method for direct
sequencing of genomic DNA, marks a revolutionary advance
in our ability to understand the genetic code. It has become
an essential tool in a variety of sectors, including genetics,
medicine, and other areas thanks to its speed, affordability,
and precision. NGS will be crucial in helping to solve the
genomic puzzles of life as technology develops, offering up
new avenues for innovation and discovery.
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