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Mycoplasma hominis is a commensal of the human urogenital 
tract but it can be associated with invasive diseases in 

adults and neonates. To our knowledge, data on the population 
genetic structure of M. hominis is scarce, particularly with regards 
to the phylo-distribution of pathotypes and the evolutionary 
forces to which they are subjected. Here, we analyzed the 
genetic diversity and phylogenetic relationships among 59 M. 
hominis Tunisian clinical isolates, categorized as gynecological 
infections- or infertility-associated pathotypes. For this purpose, 
we compared three molecular typing schemes, multilocus 
sequence typing (MLST), multi-virulence-locus sequence typing 
(MVLST), and the combination thereof, expanded multilocus 
sequence typing (eMLST). The latter approach proved to be 
the most discriminatory and biologically informative, clearly 
segregating the M. hominis population into two distinct genetic 
lineages that were differentially associated with each pathotype. 
Such a clear dichotomy was supported by several phylogenetic 

and population genetic analysis tools. Recombination was 
found to take place, but not sufficient enough to break down the 
overall clonal population structure of M. hominis, most likely as 
a result of purifying selection. In summary, this study provides 
insightful data on the population structure of M. hominis and the 
evolutionary forces underpinning pathotypes distribution. 
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