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Final Project Guidelines 



• The application of one or more of the course topics with biological implication. 

• Choose a topic you feel comfortable with. Grad students are encouraged to pick a topic relevant 

for their research. 

• Include some portion of each of these ingredients (not necessarily of equal capacity): 

 

 

 

 

 

 

 

• Real biological data 

• Appropriate scope: not too broad neither too limited 

• Working in pairs is highly recommended. However pairs should aim for projects of larger scope.   

Project Content 

 
Biological 

 
 

Programming 
 

 
Computational 



Report Structure and Style  
• Title: must be informative and short 

• Abstract: 1-2 standalone paragraphs presenting the “essence” of the project at high level. Anyone 

reading it should understand the scope of the research, principal objectives and conclusions. 

Abstracts help readers decide whether to read the document in its entirety. 

• Introduction: what is the biological problem this project is about? Why is it interesting? Why is it 

non-trivial? Give the relevant biological and computational background. 

• Methods: which computational approaches did you use for your project? algorithms / data 

structures / computational ideas and concepts. 

• Results: present the results in a way they will be accessible for and easily understood by the reader. 

Filter out irrelevant details.  

• Discussion: conclusions, explanations, speculations, what was excluded and why. 

• References: in the main text, include reference numbers in []. 

• Appendix: concrete implementation and technical details 

 

Writing style must be academic: clear, coherent, logical. 

Be consistent (tenses, notions, style), use the precise word. Read your report thoroughly at least once.  



Examples 
• Will discuss several examples in class, including: 

- Use Dijkstra’s shortest paths algorithm to find bridges in a graph (nodes whose 

removal disconnects the graph). Apply to several real biological networks. 

- In pairs: also compare to randomly generated graphs 

 

- Devise a algorithm to count cells in a specific type of biological images. 

Implement it and add this functionality to the GUI we saw. 

- In pairs: a short review of the main existing approaches   

 

- Extend the Boolean model in some aspect (e.g. a proportional change function) 

or compute additional statistics of the simulation (e.g. how some nodes’ initial 

states affect the results). Apply to a real network. 

 

 


