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Figure S4. Schematic representing the genetic organizatistwaremarkable loci oM. agalactiae.

A. Genomic organization of thesd (Host Specificity of DNA) locus that contains gerewoding a Type |
restriction-modification system. The three sububnitshe system are encoded by the gemseid/, hsdS et
hsdR. The reading frame of the gehsdR is interrupted by a frameshift mutation located with polyA
(A9) track. The locus also contains a CDS (int)ptiiging similarity with a phage family integrase of
Bifidobacterium longum [1] and motifs found in molecules involved in DNAaombination and integration.
Identical colors (apart from white) indicate amiamcid sequences with high level of similarity (betnwes0

to 97%).

B. Genomic organization of thgoma (Variable Protein oM. agalactiae) locus that contains a family of 6
genes encoding antigenic surface lipoproteins wéguence similarities. This locus has been extelysiv
described [2, 3]. It undergoes frequent genomicra@gements performed by the recombinase Xer and
contains a unique promoter (P) that drives the esgion ofvpmaY in the clone sequenced in this study.
Identical colors (apart from white) indicate amiacid sequences that shares homologies with eaeh. oth
Sequences encoding a signal peptide are repredertitztk and are indicated by “S”.
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