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Abstract: Molecular docking is the fitting of two or more molecular structures together. They predict how a protein that interacts 

with a small molecule will behave. These are the three-dimensional methods known as bioinformatics models. Molecular Docking 

is used in drug discovery. The protein structure was determined experimentally using X-ray chromatography or NMR. This 

molecular docking depends upon the binding properties of the substance and target. In this article we studied types of application, 

in terms of approaches, docking and docking assessment. Docking can be used to perform silico screening on large libraries of 

compounds and the structural scheme of how the substance inhibits the target. 
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1. Introduction: 

Molecular docking is a process for understanding drug molecular interactions in order to rationally design and discover drugs 

1.Molecular docking is a process in which a protein, meaning an enzyme, interacts with small molecules, i.e., ligands 2. This is 

bioinformatic modeling, which depends upon the binding properties of ligand and target 3. These processes have a three-

dimensional structure 3 as well as analyse the conformation and orientation 4. In molecular docking, to forecast how: 

Two or more molecular structures that fit together are known as molecular docking1. 

Molecular Docking = Target + Ligand 

Molecular docking types include: 

1.1Molecular docking is of two types. 

Docking of rigid bodies 

Flexible Docking 

Rigged Body Docking: 

This is a ligand in that it searches in six diamensional rotation or translation space to fit into the binding site 1. This method serves 

as a lead compound for drug design 1. These docked methods confirm the favourable surface complementarity 4. The free energy of 

approximations is used by confirmations 4. In rigid body docking, bond angle, bond length, and torsion angle are modified at any 
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stage of the complex generator 6. This process is an inadequate process 6. Rigid molecule docking shows the problem relates to the 

molecule that cannot change its spatial shape during the process of docking 14. 

1.1.1.Flexible docking: 

In flexible docking, to permit the conformational change.6 

2.DOCKING ASSESSMENT: 

There are four docking assessments. They are as follows: 

2.1) Docking Precision 

2.2) Factor of enrichment 

2.3) Prospective 

2.4) Benchmarking 

2.1) Docking Precision: 

The ability to predict the correct ligand poses as well as quantify the size of the fitness docking programme6 .It is assessed by 

redocking the ligand from 282 cocrystallized. It is the necessary emphasis that is prospectus-binding conformations and energies of 

substance to receptors.15 

2.2) Factor of Enrichment: 

This factor is evaluated by the enrichment of annovated ligands known as binds, which have among the large database of i.e., 

presumed non-binding. Enrich factor area undergoes receiver operating characteristics that are used to evaluate its performance.6 

2.3) Prospective: 

Pharmacological validation is subjected to docking screens.6 

2.4) Benchmarking: 

This produces the binding mode which is determined by X-ray crystallography and the Directory of Useful Decoys (DUD) for 

evaluation of virtual screening performance.6 

3.Steps in Molecular Docking: 

There are five steps to molecular docking, and they are as follows: 

3.1.Target Selection 

3.2.Selection: Selection and Preparedness 

3.3.Docking 

3.4.Docking evaluation outcomes 

3.5.Characterization of Docking Software 
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3.1) Target Identification: 

The structure of the target should be determined experimentally using X-ray chromatography as well as Nuclear Magnetic 

Resonance.It can be tested by using validation software such as molprobity. The receptor should be at the points that are 

biologically active, and this is in a stable state.8 

3.2) Ligand-Selection and Preparation: 

The type of ligand that was chosen for docking depends on the goal. It can be sketched by chemsketch tools, which are necessary 

to apply filters to reduce the number of molecules to be docked.8 

Examples: net charge, absorption, excretion, threshold 

3.3) Docking: 

The ligand is docked on the receptor to check the interactions. The scoring function generates a score which depends on the best 

selection of the ligands.8 

3.4) Docking Results Evaluation: 

The flexibility of the system is major in the search for the correct pose. The number of degrees of freedom that are included in the 

conformational search determines the searching efficiency.8 

3.5) Docking Software Explanation: 

Lots of logarithms are available, i.e. to assess as well as rationalise ligand protein or protein–protein interactions and constantly 

increase the number. In docking approaches, the key features are speed and accuracy. The common docking programmes include, 

i.e., Auto Dock, Dock, FlexX, GOLD, and ICM.8 

4. Seven Limitations of Molecular Docking:7 

There are seven limitations to molecular docking. They are as follows: 

1. A lack of synergistic computational models occurred in molecular docking. 

2. Lack of a quality database 

3. of standardisation 

4. Function for Accurate Scoring 

5. In the docking process, model interpretation issues are found. 

6. Issues with multidomain properties 

7. Assessment of multi-drug effects7 

5. Software used in Molecular Docking: 

1. Auto Dock 

2. Dock 

3. FlexX 

4. HYDRO 
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5.1. Auto Dock16: 

It is the automated docking tools which are designed to predict that small molecules such as drugs or substrates will bind to a 

receptor known as the 3 d structure.16 

The auto dock's function is as follows: 

 X-Ray Spectroscopic 

 Docking of Proteins 

 Lead amendment 

 Silico Screening 

5.2. Dock: 

It is an iconic graphical user interface (GUI). This software provides a quick method for users to launch alternate software 

applications 17. This software, which is similar to Object Dock as well as Rocket Dock on the Windows Operating System,17. A 

dock is used for docking molecules.16 

5.3. FlexX: 

This software is used for automatic prediction of receptor-ligand interactions.16 

The FlexX docking in SeeSAR is placed in a ligand which is placed functionally.18 

 

5.3.1.FlexX has the following advantages: 

For non-experts, i.e., no more receptor preparation 

Accurate binding mode prediction. 

5.4. HYDRO: 

This software is for the calculation of hydrodynamic properties. 

In this software, hydrodynamic properties of a substract or drug are used.12 

6. The Importance of Molecular Docking: 

It is used to position the computer generated 3D structure. 

The method is useful in drug discovery and medicinal chemistry, which provides insight into molecular recognition.9 

Predict the binding mode of a ligand to a macromolecular partner. 

It consists of a number of possible ligands in the protein binding site.10 

Macromolecular modeling makes possible the drug receptor interactions as well as the creation of a rational approach to drug 

design which is based on its fit to the three-dimensional structure of the receptor site.11 
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7. Applications of Molecular Docking: 

7.1. This is the process of computer-aided drug design (CADD).4 

7.2. In molecular docking, there are different stages of drug design.4 

7.3. To predict the binding mode of a known ligand 

7.4. In addition, novel and patent ligands must be identified.4 

  

7.4.1. Identification of hits12 

In this, docking is combined with the scoring function, which can be used to screen a large database for silica drugs. 

In this, we have to see virtual screening, i.e., molecules are bound to protein targets.12 

7.4.2. Lead optimization: 

Lead optimization is used to predict the relative orientation at which a ligand binds to a protein.12 

7.4.3. Bioremediation: 

This is used to predict pollutants that can be degraded by enzymes.12 

8. Conclusion: 

Molecular Docking is not expensive; it is safe and It is very easy to use a tool. And it helps to explain and identify molecular 

docking using three-dimensional structures. This molecular docking is used to predict the molecular complexes formed by two or 

more molecular structures that are fit together. This technique is applicable in computational chemistry and computerised biology. 

and studied the binding of a flexible ligand to a biological receptor. 
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