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IL.a) B.c.SGAir0263 vs B.c. ATCC 14579

Inter-genomic comparison: Bc-atcc-14579'vs Bc-SGAIr0263 (4,947 gene pairs)
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IV) SGAIir strains vs B.c. ATCC 14579




Additional File 7. Images I and II show the collinearity between the reference genome ATCC
14579 and strains SGAir0260 and SGAir0263, respectively. Each dot or line in the dot plot
represents a syntenic region between the genomes. The diagonal lines in the dot plot (I.a and
II.a) shows that their sequences are matching in these regions of the genome (stringent cut-off
value used = 0.99). Small breaks along the diagonal lines indicate parts of the genome which
are missing between the sequences. The same results are depicted using a linear line graph (I.b
and IL.b) and blue line representing the region not in order with the reference. Image III
represents the collinearity between SGAir0260 and SGAir0263 strains. Image IV is a merged
version of I.b and IL.b. Note that genome sizes are scaled relative to each other and are not

representative of their true size differences.



