
 
Table 1. Prokaryotic species and their genomic information used in this study. The genomic sequences for the 115 microbial genomes 
used in this study were obtained from NCBI. The percent of ORFs from each genome homologous to COG database is shown in 4th column. 
Species that are within one standard deviation from the average (average 70.3%, standard deviation 11.2) are designated solid whereas the 
rest are designated open (5th column). The solid and open squares are used in the article figures to represent the corresponding genomes. 


