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Supplementary Figure 1: Numbers of genes encoding 16S rRNA in strain F13465 and F14026 as detected by our sets of PCRs (see Supplementary Table 3 for details) and visualised by capillary electrophoresis.

Supplementary Table 1: M. equirhinis isolates analysed in this study, together with their origin. Isolates in bold are those whose genomes have been circularised. 

Supplementary Table 2: Sequencing of M. equirhinis isolates and assembly of the F13465 and F14026 isolates’ genomes. * https://institutducerveau-icm.org/fr/plateforme-igenseq/. ** https://pgtb.fr/.

Supplementary Table 3: Primers and conditions for PCR amplification of the 16S rRNA coding genes.
Condition I: PCR volume: 25µL & Premix Ex TAQ (Takara). Condition II: PCR volume: 25µL & Go Taq (Promega). Primer 16S is located at the 5' extremity of the 16SrRNA gene, and primers 1 to 4 are located in adjacent genes.

Supplementary Table 4: List of potential virulence-associated genes that were searched here in the genomes of M. equirhinis. 
MHO_xxxx locus tags refer to strain M. hominis ATCC 23114; MAGxxxx locus tags refer to strain M. agalactiae PG2; locus tag EXC43_RS01830 refers to strain M. pneumoniae NCTC 10119.

Supplementary Table 5: BLASTN search for four backbone genes of three ICE (ICE-HoI and II of M. hominis and the ICE of M. arginini) in M. equirhinis genomes.

