S1 Text. 
Further molecular characterization of isolates by MLVA and canSNP profiling. 

Another atypical B. cereus isolate (JF3964) from cattle in northern Cameroon was described in 2011 (1). This strain also possessed pXO1- and pXO2-like plasmids. To allow comparison of our strains with strain JF3964, for which no genome sequence is available, we performed multiple-locus variable-number tandem repeat analysis (MLVA) (2) and single nucleotide polymorphism (SNP) typing (3). 
[bookmark: _GoBack]The sizes of the eight MLVA markers were similar for the B. cereus bv anthracis strains and JF3964, but each strain exhibited an unique allelic profile (S1 Table). Interestingly, a deletion of one nucleotide in a C homopolymer stretch which was observed in the pXO2 MLVA locus of all B. cereus bv anthracis strains was also detected in strain JF3964 and in the corresponding pXO2 fragment of B. anthracis strains belonging to the clonal lineage C (3). 
The canonical SNP profile of the atypical bovine isolate JF3964 differs in two positions from B. cereus bv anthracis isolates (S2 Table), in addition, JF3964 is lacking the chromosomal marker Ba813 (4) which is present in CI, CAM, RCA and DRC strains (1, 5). Therefore, this strain probably does not belong to the same clonal lineage, but represents a strain with a related chromosomal background, which also allows maintenance and replication of the B. anthracis virulence plasmids.  
The atypical B. cereus strains reported here are very close in SNP profile to what has been described for the C lineage of B. anthracis isolates, with only one difference at A.Br.002 (3). As the canSNP framework is a pathway of acquired SNPs and the atypical isolates share the G allele at the A/B.BR.001 branch location with the ancestral C lineage, the A.Br.002 SNP would not matter in the scheme of defining their place within the phylogenetic framework. The shared allele at the A/B.BR.001 branch merely informs one that these atypical isolates are in an evolutionary state before the A and B lineages diverged from a common ancestor, which is reasonably intuitive. 
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