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Fig. S1 Phylogenetic neighbor-joining (NJ) tree based on cgMLST profiles using Ridom SeqSphere+ 3.5.0 software.
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Fig. S2 Phylogenetic neighbor-joining (NJ) tree of d-Ala-D-XXX ligase proteins representing the currently in enterococci identified 

Van proteins. Corresponding reference sequences obtained in this study (all VanD) and sequences retrieved from GenBank, including 

VanA (accession no. M97297,), VanB (accession no. NC_004668), VanC (accession no. AF162694), VanE (accession no. FJ872411), 

VanG (accession no. DQ212986), VanL (accession no. EU250284), VanM (accession no. FJ349556) and VanN (accession no. 

AB701345) were aligned using ClustalW and a neighbour-joining tree was constructed and validated with 1000 bootstrap analysis using 

MEGA 6.05 software. The E. faecium N15-508 with divergent VanD ligase is indicated with black dot.
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Fig. S3 Multiple alignment analysis using Geneious 8.1.2 software of the 120-190 kb genomic island is depicted in Panel A and B. 

The genetic environment of the vanD-gene cluster is enlarged depicted in panel C. Indicated colored genes in multiple alignment; 

green arrows: putatively involved in recombination/mobilization; dark blue arrows: putatively involved transcription regulation; 

yellow arrows: putative antibiotic resistance genes; orange arrows: vanD-gene cluster; pink arrows: putative two-component systems 

and light blue: various or hypothetical genes. Indicated with capital letters groups of conserved genes. The consensus identity is 

indicated at the top of the alignment, the hight of the olive colored bars is representative of the % identity. 
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