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Describe in a sentence or two how BLAST achieves a great speed up over normal dynamic programming. 


[Hash/Lookup tables of short words]











What does a P-value of “.01” mean? Is this better or worse than one of “.001” ?


[There’s a 1 in 100 chance that your score or better can be achieved by a random sequence. Worse.]

















The following table contains data from a microarray experiment. It represents a simple database.  Is this a normalized data set? If not, rewrite it in a normalized form. 





Spot #	ORF ID	Gene Symbol	Induction Ratio


1		B2557	purL				1.4


567		B2268	elaC				12.7


3456		B1237	hns				3.8


765		B1238	tdk				0.03





[No.  Table1: Spot #, ORF ID; Table2: ORF ID, Gene Symbol; T3: Spot#, Ind. Rat.]




















Both PAM250 and BLOSUM62 are used as “similarity” matrices for sequence alignment.  How are the entries in these matrices generated?


 [PAM # is quasi-evolutionary distance Lower=more similar; BLOSUM # is % similarity, Lower=Less similar]


(I don’t have my notes, so insert sensible numbers above PAM and BLOSUM if need be)




















Define your own ‘ome. (ie. Genome, Proteome)


[Hamburgeromics- Study of the all of the types and styles of hamburgers in the world.]


