Reading (Week #4)
The Basic Local Alignment Search Tool (BLAST) finds regions of local similarity between sequences. The program compares nucleotide or protein sequences to sequence databases and calculates the statistical significance of matches. BLAST can be used to infer functional and evolutionary relationships between sequences as well as help identify members of gene families.
The goal of our next class is to take the data we got back from the Sanger Facility:
cut off the crappy end parts, 
“overlap” the trimmed sequences by matching up the base-pairs,
get a “consensus” sequence from the two reads.
Take a peak at the BLAST website page we'll be using:
http://blast.ncbi.nlm.nih.gov/Blast.cgi?PROGRAM=blastn&PAGE_TYPE=BlastSearch&LINK_LOC=blasthome.
Look over the attached PDF (our lab guide for Tuesday, this may be updated a bit between then and now)
It will be hard to understand without having a computer in front of you but try to glean a general picture of what we will be doing on Tuesday. 
Your username (awvater@ucdavis.edu) will be recorded when you submit this form. Not awvater? Sign out
* Required
Top of Form
Name *
Last, First
What is the purpose of SeqTrace? What does this program do? *
After having looked at the Lab Guidelines, describe what you think this program does. 
 
 
 
 
 
Have you ever BLAST'ed something? *
(prior to this class) 
Mark only one oval.
· Yes 
· No 
· Maybe? 
Why do we BLAST sequences? *
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