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QO Cr, Chlamydomonas reinhardtii @ Pp, Physcomitrella patens @ Amt, Amborella trichopoda @ At, Arabidopsis thaliana

@ Bd, Brachypodium distachyon Gm, Glycine max @ Pt, Populus trichocarpa
Sb, Sorghum bicolor Os, Oryza sativa @ Gh, Gossypium hirsutum

Additional file 9: Figure S3. Maximum-likelihood (ML) phylogenetic tree constructed for 70
SOD sequences from 9 flagship species and upland cotton. A maximum-likelihood tree was
constructed using the MEGA®B.0 program with 1000 bootstrap analyses using the full length amino
acid sequences of 70 SODs from 9 flagship species (details as shown in Additional file 6). JTT+G
was chosen as the most suitable substitution model based on the result of ModelGenerator
before the phylogenetic tree reconstruction. The SOD genes were classified into two major groups
and five subfamilies (groups la, Ib, Ic, lla and Ilb Il, which branches were colored in brown,
purple, yellow, green and blue, respectively). Bootstrap values are shown below nodes.
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