
 Name of the Program: M.Sc. Marine Microbiology 
 Course Code: MMI-613 
 Title of the Course: Bioinformatics in Marine Microbiology Practical 
 Number of Credits: 01  
 Effective from AY: 2022 - 23 

Prerequisites 
for the course: 

Students should have undergone M.Sc. Marine Microbiology/Marine 
Biotechnology Semester III Courses. 

Objective: To understand database search, sequence-based identification and 
phylogenetic tree construction for evolutionary studies. 

Content: 
 

Module I 
1. NCBI search tool, nBLAST (2 hrs, Ref. 1-6). 
2. Downloading type sequences, creating FASTA files for 

alignment, sequence alignment (2 hrs, Ref. 1-6). 
3. Construction of phylogenetic trees (4 hrs, Ref. 1-6). 
4. Introduction to Galaxy workflow (10 hrs, Ref. 7-10). 
5. QIIME2 workflow (12 hrs, Ref. 7-10). 

 

30 hrs. 
 
 
 

Pedagogy: Experiments/ videos/ tutorials in the laboratory.  
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Course 
Outcomes: 

1. Design workflow for phylogenetic analysis of microbial 
cultures. 

2. Discuss metagenomics workflow for environmental 
studies. 

3. Apply open-source bioinformatics software for use in 
microbiome analysis. 

4. Design a roadmap for analysis of high throughput 
sequence data. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 


