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Figure 2. Phylogenetic dendrogram of 77 isolates of the B. cereus group construct-
ed by MLST neighbor-joining method based on the concatenated sequences of the
seven gene fragments. The population comprised three major clades. The clades are
indicated by Roman numerals and lineages by names. Clade I encompassed all the B.
anthracis isolates and 33 isolates of other B. cereus group species. B. thuringiensis BGSC
4AJ1, 4CC1, 4AB1 and 4BA1 (asterisks) were the most proximate to B. anthracis. Bar is
substitutions/site.
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