Additional data file 7. Average variability in each strain. 
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Additional data file 7. Average variability in each strain. The genomic variability of each strain was determined by CGHScan using a cutoff at median – 2 standard deviation and significance level 0.05, and compared against the total length of both chromosomes. Variability of strains BtE555, BtCDC2721121 and BtCDC3015869 are relatively higher than the other Bt isolates. The average variability in each strain when compared in a pair-wise manner against Bt E264, is approximately 3.4%. Total variability from all strains, when all variable regions are combined account for up to 8% of the BtE264 genome. Note that this index of variability is a lower limit as genomic regions found in isolates but not in BtE264 are not considered. 
