1) The paper touches on a number of bioinformatics concepts. Can you expand on them?

2) What problem is PROTEUS addressing and how does it relate to Grid technology?

3) What does Ontology based data mining provide over traditional SQL and QBE technologies?

4) How does a PROTEUS user realize that a step is computationally intensive and should be parallelized?

5) Why is DNA sequencing a computationally intensive task?

6) What makes bioinformatics databases large?

7) Can you give an example of the type of Pattern Matching mentioned  in the paper?

8) Why is protein structure determination a computationally intensive task?

