
 

A)  An angular representation of 100 genes simulated for naive, effector, and
memory cells using a parametric bootstrap.
Each gene was simulated to have a random normal error with a variance
comparable to the gene variances in the original data according to a model where
for 50 genes, the memory and naïve types had the same mean, and for the other 50
the memory and effector genes had the same mean.  This angular representation
shows how the boxplots are substantially different for these simulated data from the
observed data.  
B)A hierarchical clustering of this simulated dataset, again demonstrating how
these simulated data are substantially different from the observed data.


