Unsolved Sequence
Now that you understand how to work with BLAST, you have been charged with the task of discovering the function behind this sequence.  It was found on an external hard drive without a proper name, and so therefore we are truly clueless as to what it was gathered from.  Answer the following questions in regards to this sequence:

CAGGCATCCAGGTCTTTGTTCATGAAGAACAAGGTGCGGATGATATGCGATTCGTCCGCAACGCCTGTGAAGATCATCCAAGATGACAGCCTAACACAACCTATAAGCATATGCGGATCTACTCTCAGGGCACCCCATGGTTGCCATGCACAGTACATGGCAAGCATGGGCTCCGTTGCATCACTTGTGATGTCGGTCACTATAAATGAGGATGAGGATGATGATGGAGACACTGGGAGTGACCAGCAGCCGAAAGGGAGGAAGCTGTGGGGGTTGATGGTGTGCCATCACACAAGCCCGAGGTTTGTCCCT

a. What gene is most likely encoded by this sequence?
b. What species does this particular sequence come from?

c. Find the end of this gene in the species.  How many nucleotides is it in all?
d. Does a similar sequence exist in other species (ortholog)?

e. Examine this sequence in detail.  See if you can find the START codon (ATG).  Is this codon in frame from what you have been given (Hint: count from the beginning in 3’s.  Does the ATG occur together?)

f. Finally, look this protein up on different data bases and examine its function.  Please describe its role in the organism it came from as well as its role in other organisms.  Is this an example of positive or negative selection?  Does the sequence alignment behave how we would expect it to?  Use a simple text editor to see if you can line up the sequences and spot some mutations.
