Proteomics thoughts
-add a column about whether it is essential or not
	-eliminated options that had essential proteins downstream
-add a column that has size
	-found that the average size for LVS proteins is 295 amino acids. The average size of the ones upregulated is 245 and the average size of the ones downregulated is 259 (when excluding bS21 proteins). Indicates that bS21 may be preferentially acting on smaller proteins.
-go through hypothetical proteins to see if they are membrane proteins on pfam or ncbi conserved domain (sequence similarities) or phyre2 (pick intensive, structural similarities)
	-only do phyre for really very regulated ones
-create a list of questions – include re-doing the analysis taking into account the genomes? Rpsu1/3 issue
	- how do they detect fold-changes? Is there possibly an artifactually large fold change because something is just below the limit of detection?
	-
