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BIO  307 Cell Evolution

 Dyer


COMP 215 Algorithms (and DNA)  LeBlanc

Questions for Computer Science students

on the Readings in Genomics

Due in class during the Biology Professor guest lecture

(1) Gibas, Cynthia & Jambeck, Per (2001). Developing Bioinformatics Computing Skills. O'Reilly, Ch. 1, 2. 

(2) Goodman, Nat. (2002). View from the waterworks: the world of NCBI. Genome Technology, No. 23, July 2002, p 74-79.

Question #1: Choose three terms or acronyms used in the Goodman article to describe the magnitude of NCBI (or describes one of their computers) and look up and write down their definitions. It is OK to ask a friend too. Then put into your own words (for a non-expert) what the three terms or acronyms mean. (Give credit to your sources.)

For example: "The process runs on a network of 28 servers, containing a total of 122 CPUs."

“CPU” stands for central processing unit, the main piece of hardware that provides the primary functions of a computer.  The average desktop computer has one major CPU. These NCBI servers must have several CPUs each, running in parallel and dividing up the work so that it happens more quickly and efficiently.

Question #2: On page 7 of the Gibas and Jambeck chapter, study the BLAST output. Define how the two sequences of amino acid symbols are shown to “match” or not. For example, in between the two sequences (in the middle line of output) what does (i) a letter mean, (ii) a blank, and (iii) a +-sign?

Question #3:  (Not so much of a question). Take notes from chapter 2 of Gibas and Jambeck on the central dogma of molecular biology. Take notes as Professor Dyer lectures. Try to master this material.
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