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Introduction

The study of fluid behaviour (liquids, gases, blood, and plasmas) at rest 
and in motion is known as fluid mechanics. Fluid mechanics has several 
applications in mechanical and chemical engineering, as well as biological 
systems and astronomy. Fluid mechanics is the science that studies how fluids 
react to forces applied to them. It is a sub-discipline of classical physics with 
important applications in hydraulic and aeronautical engineering, chemical 
engineering, meteorology, and zoology [1].

Description

A dynamic model, in which the nuclear system is put into motion, replaces 
the single-point model in this approach. The numerical solution of the classical 
Newtonian dynamic equations is used to simulate the motion. For a given 
molecule, the collection of potential atom sites yields a conformational ensemble 
profile. MD can also offer information on the molecules' thermodynamic and 
kinetic characteristics. The MD can be utilised for protein shape simulations 
and X-ray structural refining. Molecular Dynamics (MD) and related methods 
are close to becoming routine computational tools for drug discovery. Their 
primary benefit is that they openly address structural flexibility and entropic 
consequences. As better algorithms and hardware architectures become more 
common, this allows for a more precise estimation of the thermodynamics and 
kinetics associated with drug–target identification and binding [2].

Teaching computational chemistry concepts and tools in undergraduate 
degree programmes presents significant obstacles. Because of the field's 
complexity, most courses devote little effort to teaching these technologies and 
the necessary computer literacy. Furthermore, given the wide range of fields in 
which computational tools can be employed, it is difficult to provide more than 
a basic introduction to some of the tools and the physical understanding that 
they can bring. For instance, training in one area, such as classical molecular 
dynamics utilising a force field technique, does not guarantee that students will 
be able to tackle other areas of computational chemistry, such as electronic 

structure computations. The problem is exacerbated by the fact that many 
computing tools are outdated [3-5].

Conclusion

Conformational modifications in nucleic acids are significantly more 
complicated. In comparison to proteins or complicated RNAs, standard 
B-DNA has a comparatively simple structure; yet, it is an extraordinarily plastic 
molecule that undergoes massive conformational changes to adapt to its 
contact partners. Binding of transcription factors to DNA, for example, is a 
direct result of the DNA molecule's ability to adapt to the protein surface, as 
well as DNA sequence recognition.
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