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Figure 1. Schematic of skin histology viewed in cross-section with microorganisms and skin appendages. Microorganisms (viruses, bacteria and fungi, and
mites) cover the surface of the skin and reside deep within the hair and glands.
34 Journal of Investigative Dermatology (2012}, Volume 132
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Fig 3. Microbiome composition on normal-appearing human skin. Sebaceous (blue text),
moist (orange text), and dry (green fext) habitats are labeled anatomically. Microbial
composition differs among habitats (pie charts at right). Four major phyla are shown:
Actinobacteria, Firmicules, Proteobacteria, and Baderoidetes. Within these phyla, 3 most
abundant genera are also shown: Propionibacierium, Corynebacterium, and Stapbylococcus.
Figure is compiled with data pooled from many metagenomes, from Grice et al* Figure is
adapted from Fig 3 in Grice and Segre” with permission from Namure Publishing Group.
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Molecular cartography of the human skin surface in 3D
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REVIEW ARTICLE
Papulopustular rosacea, skin immunity and Demodex:
pityriasis folliculorum as a missing link

F.M.N. Forton*

Dermatologist, Private practice, rue Franz Binjé, Brussels, 8-1030 Belgium
*Correspondence: F.M.N. Forton. E mail: fabienne.forton@skynet.be
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CLINICAL AND LABORATORY INVESTIGATIONS British Journal of Dermatolggy

Demodex-associated bacterial proteins induce neutrophil

activation
N. O’Reilly,* D. Bergin,t E.P. Reeves,t N.G. McElvaneyt and K. Kavanagh*

*Medical Mycology Unit, Department of Biology, National University of Ireland Maynooth, Co. Kildare, Ireland
FRespiratory Research Division, Department of Medicine, Royal College of Surgeons in Ireland, Beaumont Hospital, Dublin 9, Ireland
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Fig 2. The effect of B. oleronius proteins on migration of human
neutrophils through 3-pm porous inserts. The results are presented as
a fold change in cell density compared with control, where a
significant increase of P < 005 is denoted by * and P < 001 is
denoted by **
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H. Marbach, G. Vizcay-Barrena and K. Memarzadeh et al./Journal of Infection 78 (2019) 119-126 123

Fig. 3. Electron micrographs of HacaT cells infected with MRSA ST239-TW strain (TW20)™. SEM (A, B) of adhered ST239-TW and TEM (C, D) of surrounding, and internalized
ST239-TW, either in vacuoles or in the cell SEM shows the top view and TEM a cross section of co-incubated HaCaT cells with ST239-TW

(TW20) bacteria for one hour and a three time wash with PBS.

Microbiome change selon technique de
recherche

Skin Microbiome Surveys Are Strongly Q) ot
Influenced by Experimental Design

Jacquelyn S. Meisel', Geoffrey D. Hannigan', Amanda S. Tyldsley', Adam J. SanMiguel’,
Brendan P. Hodkinson', Qi Zheng' and Elizabeth A. Grice'

Culture-independent studies to characterize skin microbiota are increasingly common, due in part to afford-
able and accessible sequencing and analysis platforms. Compared to culture-based techniques, DNA
sequencing of the bacterial 165 ribosomal RNA (rRNA) gene or whole metagenome shotgun (WMS) sequencing
provides more precise microbial community characterizations. Most widely used protocols were developed to
characterize microbiota of other habitats (i.e., gastrointestinal) and have not been systematically compared for
their utility in skin microbiome surveys. Here we establish a resource for the cutaneous research community to
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Temporal Stability of the Human Skin Microbiome
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In Brief

Healthy adults stably maintain their skin
microbial communities over time at the
kingdom, phylum, species, and even,
strain level, despite constant exposure to
the external environment and other
individuals.
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Cell Host & Microbe

Coagulase-Negative Staphylococcal Strain Prevents
Staphylococcus aureus Colonization and Skin
Infection by Blocking Quorum Sensing
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S. caprae AIP Paharik, Parlet, et al. demonstrate that
§. sursus agrtypa [V the human commensal Staphylococcus
caprae sl with
aureus by inhibiting quorum sensing.
S. aureus infection + 8. caprae AIP + 5. caprae Through signal interference, S. caprae
agri agr | agr| reduces methicillin-resistant S. aureus
C%O = ,Q&F burden in both skin colonization and
Corh infection, highlighting the benefits of
healthy skin flora and suggesting a new
Murine skin avenue for probiotic therapy.
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