FIGURE 5.16. Example of a multiple sequence alignment, showing alignment of a portion of the
bacterial species. Amino acids conserved across most or all of the species are highlighted in red.
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of different amino acids (see Fig. 2.23).
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Escherichia coli
Xanthomonas campestris
Rhizobium phaseoli
Myxococcus xanthus
Helicobacter pylori
Anabaena variabilis
Steptomyces lividans
Bacillus subtilis
Clostridium perfringens
Borrelia burgdorferi
Chlamydlia trachomatis
Bacteroides fragilis
Porphyromonas gingivalis
Thermotoga maritima
Deinococcus radiodurans
Aquifex pyrophilus
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