Hands-on Tr

Network Pharmacology
& Molecular Docking for

Modern Drug Discovery

Course Overview

This course introduces the computational principles of network
pharmacology and molecular docking to understand how bioactive
compounds interact with biological targets. Participants will learn to identify
compound-target interactions, construct protein interaction networks, and
analyze molecular binding using modern bioinformatics tools.

@ Who Should Attend

e Pharmaceutical researchers
and scientists

o Computational chemists and
bioinformaticians

» Drug discovery professionals

o Graduate students in
chemistry, biology, or related
fields

o Data scientists interested in
pharmaceutical applications

e Course Instructors

e Dr. Ajitha Antony -
Bioinformatics Trainer,
CBIRT

e Dr. Tamanna Anwar -
Organizer & Co-Founder,
CBIRT

Q Program Benefits

Certificates on Successful
Completion

¢
REC Access to Live Sessions

Recordings

=" Online Technical Support
Post Workshop.
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@ Topics Covered

+ Introduction to Network
Pharmacology

+ Chemical Structure
Retrieval

« Physicochemical Property
Analysis

« Disease Target
Identification
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 Case Studies

Visit: www.cbirt.net/training

Call: +91 6398142849 | Email: info@ctbirt.net | www.cbirt.net







