Secondary Structure: Group Il intron
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Saccharomyces cerevisiae:

Red: Strong covariation support.

Purple: Strong covariation support, but only in a subset of sequences.

Helix-Extend candidates: wcgu > 50%, antiparallel and consecutive.
Gray: Invariant base pairs.
Green: Weak covariant support.
Black: neither gray nor green.

Blue: Not Detected by our methods.

For details, please see http://www.rna.ccbb.utexas.edu

Mitochondrion OX1 [i5]
(\V00694) (1IB)
1.Eukaryota 2.eukaryote crown group
3.Fungi/Metazoa group 4.Fungi 5.Ascomycota
6.Saccharomycetes 7.Saccharomycetales
8.Saccharomycetaceae 9.Saccharomyces
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