Session 8
Download the file sisg.nc from the module website (in your web browser, not in R)

1. Tabulate the genotypes for each of the first ten SNPs

2. Compute the proportion of heterozygous genotypes for each individual

3. Try out the SNPper and biomaRt functions on your favorite genes.  Some suggestions are

· ADH4  one of the alcohol dehydrogenase genes

· TP53  the famous p53 tumor suppressor gene

· PENK codes for an endogenous opoid peptide

(for keen people)

4.  Find GO categories for the blood clotting protein Factor V (F5).  Use the GO terms to find other blood coagulation genes.

5. Find the Affymetrix gene transcripts for the mouse version of Factor V

6. Create a netCDF file to store the information in the file justsnps.txt that we used yesterday.

