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At, Arabidopsis thaliana
Cc, Cyanidium caldarium
Nt, Nicotiana tabacum
Os, Oryza sativa
Sa, Sinapsis alba
Sb, Sorghum bicolor
Ta, Triticum aestivum
Zm, Zea mays

Figure 1.  Phylogenetic tree of sigma factors of RNA polymerases from plants with their original nomenclatures.
Analyzed and drawn by Hirokazu Kobayashi with amino acid sequence data registered in the GenBank before August 20,
2000.
Method: Neighbor Joining; Best Tree; tie breaking = Systematic; whole peptide regions aligned
Distance: Gaps distributed proportionally

Ec, Escherichia coli
Sy, Synechocystis 6803
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