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Molecular epidemiological studies have begun to reveal information on both the population structure and genetic
diversity within S. epidermidis.

Progress that has been made regarding molecular biology tools for S. The genotypic in host evolution of the S.
Limited intensity of these in SEI isolates and their variation in the two lineages indicate mobilomes acquisition
in S. Pangenome analysis revealing open pangenome suggest ongoing variation and selection in S. Different
color-coding is representation for different individuals. Subclusters are labeled with colored symbols on the
phylogenetic tree Fig. Furthermore, whether there is a role of potential direct bacterial interaction between S.
Notablyâ€”while some authors tried to attribute specific effects to PIA, rather than biofilm formation, by
mechanically destroying aggregates Vuong et al. A pacemaker-associated endocarditis was diagnosed after an
echocardiography revealed two vegetations that were attached to the ventricle and the right atrial electrode,
respectively. Furthermore, it has been proposed that S. Interestingly, individuals harboring isolates from only
one lineage or ST are of Indian origin and not American origin. However, all strains contained the following
genes relevant for biofilm formation, sdrG, sdrH, embp, ebh, ebpS, aap, sbpS, fmt, atlE, and sle1, indicating
the potential of the strains to form biofilms, which we investigated in detail Fig. This reduced the impact of
population structure and maximised the chance of identifying elements associated with a phenotypic switch.
These infections usually commence with the introduction of bacteria from the skin of the patient or that of
health care personnel during device insertion and have increased in number most likely owing to the increased
use of such devices 1 ,  It is also considered crucial for skin microbiota because of its ability to inhibit the
growth of notorious skin pathogen, Staphylococcus aureus Otto et al. The clinical isolates obtained at later
time points of the infection present increased biofilm formation, reduced growth rates, and prolonged times
until growth resumption when tested in vitro, resulting in increased antibiotic tolerance. SEI isolates of PG1
lineage were seen to have three large dynamic regions with annotation indicated within boxes as region A, B,
and C. Such tolerance, however, required early bacterial colonization during the neonatal stage, as
colonization in adult mice did not establish tolerance Figure 1B. Antibiotic tolerance has been studied in detail
in vitro and in mouse models reviewed in refs. It has been reported that S. The authors explain this by i the
widespread colonization of S. Accordingly, intravenous transfer of immunoglobulin from donors with high
titers of antibodies to S. The Host Immune Response to S. AIPs or pheromones are 7 to 9 amino acids in
length and have a conserved cysteine residue, whose sulfhydryl group reacts with the C-terminal carboxy
group to form a thiolactone that is essential for activity,  It remains possible that clonal lineages with enhanced
pathogenic potential may exist somewhere, or emerge in the future, but among known genetic diversity in this
species, isolates from all major phylogenetic groups were represented in both the asymptomatic and the
infection isolate collections. Phage, prophage, transposable elements and plasmids not only bring genomic
diversity but they are also the important source of antibiotic resistance genes and other virulence factors. In
response to S. Complement also plays an important role in the immunity against S. Comparative analysis in
some of the studies has highlighted that on the basis of their overall frequency in commensal and pathogenic
isolates, some of the genes have the potential for being the discriminatory markers Conlan et al.


