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Additional file 7: Figure S2. Conserved motifs analysis of GhSOD proteins. (A) Clustering
tree resulting from the amino acid alignments of GhSODs was shown on the left of the figure.
The distribution of conserved motifs among the deduced GhSOD proteins was shown on the
right of the figure. Different motif types were marked by different color blocks as indicated at
the top right of the figure. Group la Ib and Ic are copper/zinc superoxide dismutases, Group la,
Ib, Ic, lla and Ilb colored in brown, purple, yellow, green and blue, respectively; (B) The
conserved motif logos in the GhSOD proteins.
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