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Subject vs Query:
CFBP4885 vs CFBP4855:
CFBP4885 s CFBP6166: 9
CFBP488 FBP7767R Outer circle
CFBP4885 FBP6975: . .
CrFBPASES v CEBREI6S: O Subject vs Query: (Alignments)
CFBP4885 s CFBP6167: CFBP4885 vs CFBP4855: 100.0%
CFBP4885 vs CFBP6990: 98.49% CFBP4885 vs CFBPE166: 99.95%
CFBP488S FBP6O8BR: 98.49% CFBP4885 vs CFBPT767R: 99.92%
CFEP488 FBP6991: 98.46% CFBP4885 vs CFBP6975: 99.88%
CFBP4885 vs CFBP6989: 98.49% CFBP4885 vs CFBP6167: 99.89%
CFEP488 FBP6992: 98.49% CFBP4885 vs CFBPE164: 99.23%
CFBP488S FBP6OO4R: 98.49% CFBP4885 vs CFBPG546R: 99.25%
CFEP488 FBP6996R: 98.49% CFBP4885 vs CFBP6982:
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Additional file 8: Figure S4. Circular representation of plasmids A and C. Genomic sequences were compared and converted in a graphical map using
CGView (Grant et al., 2012) with strain CFBP4885 as reference. Colours differ according to identity percentage (see legend). Strains order, ANIb and
alignment percentages are indicated in the center of each graphical map. Localisation of tal genes are highlighted by green zones. Absence of tal genes
in plasmid A from strains CFBP6164 and CFBP6546R is indicated by a black cross.



