Computing for Statistical Genetics
Session 7: Large data files
Before you start: download and install the ncdf package from CRAN – one way to do this is via the GUI menus.
Next: Download the file sisg.nc from the module website (using 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. (for keen people)  Create a netCDF file to store the information in the file justsnps.txt that we used yesterday.

