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MB&B452a Genomics and Bioinformatics Quiz #2    
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30 pts total

1. [9 pts] Name and give a brief description of three different methods for sequence alignment, ordering them by speed and sensitivity. 
2. [5 pts] Define dynamic programming? How is the central idea of dynamic programming violated by structural alignment?
3. [5 pts] What is threading? What types of structural properties are used to evaluate the fit?
4. [5 pts] Fill in the blank:

The Significance of Similarity Scores ___creases with Database Growth. 


Why?
5. [6 pts] Name three approximations made when simulating macromolecules. 







