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No exceptions to the
indicated pattern
observed in sequences
for >600 species.
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A large insert (~100 aa) in RpoB homologs (boxed) in various species belonging to Proteobacteria,
Bacteroidetes-Chlorobi, Chlamydiales, Planctomycetes, V. spinosum and Aquificales phyla. The
absence of this insert in various other phyla as well as archaeal homologs indicates that the groups
lacking this insert are ancestral. The genetic change (RGC) responsible for this insert likely
occurred at the evolutionary stage indicated in interpretive diagram on the right. Dashes in the
alignment show identity with the amino acid on the top line. Sequence information for only
representative species from is presented. However, all other available sequences from these groups
behaved in the indicated manner. Sequences for a few of the species (marked TIGR) were obtained
by Blast searches at The Institute for Genomic Research website at http://www.tigr.org.




