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Genomics and Bioinformatics

Bioinformatics Section

Quiz 2: April 18, 2005

You have 15 minutes to complete the quiz. The quiz is worth 4% of your total grade. There are 10 questions. Each is worth 5 points. Good luck!

1. In FASTA and BLAST, what are the hash tables? In other words, what do the hashes represent?

2. Which variant of BLAST algorithm (original, gapped BLAST, or psi-BLAST) is best for aligning families of proteins?

3. What is GOR used for?

4. Which type of secondary structure is harder to predict? Why?

5. Name one heuristic or non-parametric method/filter that can be used to improve secondary structure prediction methods?   

6. In distance matrix based methods for structural alignment, what distances are used?

7. Besides distance matrix based method, what is another method used for structural alignment?

8. For the method you named in question 7, what process is used iteratively to achieve the optimal structural alignment?

9. Name an example of unsupervised learning.

10. What is the difference between an ortholog and paralog?

