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Supplementary Figure 1 (C) Dot plot and genome-genome comparison. Comparisons were made between the genome
sequences of M. succiniciproducens and (C-1) H. influenzae Rd (dot plot), (C-2) E. coli K-12 (dot plot) or (C-3) P.
multicida Pm70 (genome-genome). Minimum size for matching was 20 bp of nucleotide sequences. Genome sequences
of M. succiniciproducens and P. multocida were compared by using the Artemis Comparison tool
(http://www.sanger.ac.uk/Software/ACT).



