Computing for Statistical Genetics

Session 5. Genome-scale analyses. 
http://faculty.washington.edu/kenrice/niehs.csv contains data modified from a microarray experiment performed at the Jackson Labs. There are 6 pairs of treatment and control values (log-expression) on 1907 genes.

Write code to compute the 1907 differences in means and t-test p-values. 

(For keen people: try writing the code twice, with for() loops and using apply(). Compare the time R takes to complete the analysis under either method; the system.time() command will be helpful)
