
Molecular Modeling and Visualization Tools in Drug Discovery
Molecular  modeling is  a  key discipline in  pharmaceutical  research and biochemistry,  allowing the 
understanding of atomic and molecular interactions between drugs and their biological receptors. This 
revolutionary technique has transformed the traditional drug development approach, enabling a more 
precise and efficient design of highly specific and effective pharmaceutical compounds.

Structure-based drug discovery relies on the detailed analysis of the three-dimensional structures of  
receptor proteins and drug candidate molecules. This is where the importance of visualization and data 
processing tools comes into play. These tools allow researchers to manipulate, analyze, and visualize 
complex molecular structures, providing a deeper understanding of interactions at the atomic scale.

Importance of Visualization/Data Processing Tools

• Three-Dimensional Visualization: Visualization tools provide high-quality graphical 
representations of molecular structures in three dimensions. This allows scientists to observe 
how drugs bind to their biological targets, how hydrogen bonds and ionic interactions are 
formed, and how they fit into the active sites of receptor proteins. This visualization is crucial 
for identifying key interaction regions and guiding the optimization of compounds.

• Molecular Interaction Analysis: Data processing tools allow calculations and simulations that 
reveal crucial details about molecular interactions. From binding energy to the flexible 
movements of molecules, these tools provide valuable information on the stability and potential 
efficacy of drug candidates.

• Rational Drug Design: With the help of visualization and processing tools, scientists can 
virtually model the interaction between candidate compounds and therapeutic targets. This 
accelerates the screening process and enables the early identification of promising candidates, 
which in turn reduces costs and the time required for new drug development.

Minimum System Requirements for Running the Programs
• Operating System: Windows (Windows 7 or later), macOS (OS X 10.14 or later), and 

Unix/Linux systems. For Unix/Linux systems, a distribution supporting at least GLIBC 2.17 is 
required. 

• Processor: A modern processor with at least 2 cores is recommended for optimal performance. 
• Memory (RAM): At least 4 GB of RAM is recommended, although larger and more complex 

molecular structures may require more RAM. 



Installation Guide for Unix Environments
The following section provides installation instructions for essential molecular modeling and 
visualization programs.

Mamba

Mamba is an open-source package manager compatible with Conda but designed to be faster in 
dependency resolution and package installation. It is ideal for data scientists, developers, and anyone 
working with data analysis, machine learning, or visualization projects.

1. Download Miniforge from the official Mamba repository on GitHub: Miniforge GitHub.

2. Download the Miniforge version suitable for your operating system (Windows, macOS, or 
Linux).

3. Open a terminal and navigate to the folder where the installation file was downloaded.

4. Run the following command (replace Miniforge3-version.sh with the actual filename):

bash Miniforge3-version.sh

5. Follow the terminal instructions. Accept the terms and conditions (press Yes when prompted).

ChimeraX

ChimeraX is a 3D molecular visualization tool designed for researchers and scientists. It enables the 
exploration, analysis, and modeling of protein structures, nucleic acids, and other molecular complexes. 
It offers an intuitive interface and a broad range of tools for surface visualization, structure alignment, 
distance measurements, and more.

• Download ChimeraX version 1.19 for Linux from:
ChimeraX Download

• Open a terminal in the directory where the file was downloaded and execute the following 
command (for Ubuntu):

sudo dpkg -i ucsf-chimerax_1.9.1ubuntu2X.0x_amd64.deb

• If any missing dependencies are detected, run:

sudo apt -f install -y

PyMOL

PyMOL is a widely used molecular visualization program that allows users to create 3D images and 
animations of molecular structures. Its intuitive graphical interface and extensible functionality make it 
valuable for visualizing and communicating scientific findings.

https://github.com/mamba-org/mamba
https://www.cgl.ucsf.edu/chimerax/download.html


To install PyMOL, run the following command:

mamba install -c conda-forge pymol-open-source

Note: Ensure that the Conda environment is activated.

AmberTools

AmberTools is a set of programs and libraries designed for molecular simulations and molecular 
dynamics studies. It is particularly useful for investigating biomolecular structure and dynamics and 
analyzing complex interactions.

To install AmberTools, use the following command:

conda install -c conda-forge ambertools

Note: Ensure that the Conda environment is activated.

Modeller

Modeller is a comparative protein modeling package that allows predicting the three-dimensional 
structures of proteins using known structural templates. It is useful when the experimental structure of a 
protein of interest is unavailable, enabling high-quality predictions.

• Registration is required before downloading Modeller:
Modeller Registration

• Download Modeller from:
Modeller Download

• To install Modeller 64-bit on Ubuntu, run:

sudo env KEY_MODELLER=XXXX dpkg -i modeller_version.deb

Replace XXXX with the license key obtained during registration.

PDBFixer

PDBFixer is a tool that facilitates the preparation and correction of protein structure files in PDB 
format for molecular dynamics simulations. It helps resolve common issues in structure preparation for 
simulation studies.

To install PDBFixer, run:

mamba install conda-forge::pdbfixer

https://salilab.org/modeller/download_installation.html
https://salilab.org/modeller/registration.html


Note: Ensure that the Conda environment is activated.
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