
 
Figure 2. Evidence for functional biases with genome size from the KEGG and TIGR annotation databases. Y axes are the 
genome portions (ORFs attributable to a functional category divided by total number of ORFs in the genome) devoted to the specific 
functional category and X axes are the corresponding microbial genome sizes. Solid and open squares are used as previously for COG 
data (Fig. 1 in the paper). Corresponding functional categories between the two databases are placed next to each other. 


