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Phylogenetic conservation superimposed onto the
Escherichia coli Small Subunit rRNA secondary
structure

Positions with a nucleotide in more than 95% of the sequences are
shown in one of four categories:
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Otherwise, the regions are represented by arcs. [Arc labels] indicate 
the upper and lower number of nucleotides known to exist within the 
associated variable region. 
Bold face numbers indicate the helix numbers and small numbers 
indicate the S. cereviseae base number in the SSU_Euk alignment as of 
Release 8.1.

Highlighted regions have been aligned for Release 8.1 

Citation and related information for this secondary structure diagram available at 
http://www.rna.icmb.utexas.edu
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