
 

Figure S2. Comparison of P. agglomerans strain C1 and DSM3497T genomes. The upper part shows the alignment of the 

two genomes obtained using the progressive MAUVE method. Each colored rectangle represents a locally collinear block 

or homologous region shared between the genomes, and colored lines indicate aligned segments between them. The Venn 

diagram below illustrates shared (burgundy) and unique proteins of the two P. agglomerans strains, blue for strain C1 and 

peach for strain DSM3493T. 


