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Nature Reviews Immunology

Role of the gut microbiota in

immunity and inflammatory disease
Nobuhiko et al.
volume 13, pages321-335(2013)

= Community gut microbiota dysbiosis correlates
with multiple immune-related diseases?
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. . . = Mixture of 11 strains induce
A defined commens_al consortlum e!lmts CD8 T cells with synergetic
%EesshTe?SHS 0| EUEGETEE T effect on immune checkpoint
volume 565, pages600-605(2019) inhibitors

4.

Nature Microbiology

Endogenous murine microbiota
member Faecalibaculum rodentium and its
human homologue protect from intestinal

tumour growth
Elena et al.
volume 5, pagesb11-524(2020)

= F.rodentium, H.biformis
strains produce SCFA for
an anti-tumor activity

Cell . -, .

= S.epidermidis - strain
Host-Specific Evolutionary and level diversity affects
Transmission Dynamics Shape the human skin microbiome

Functional Diversification of Staphylococcus

epidermidis in Human Skin
WeiZhou et al.
Volume 180, Issue 3, 6 February 2020, Pages 454-470.e18

Source: 1. Nat rev Immunol, 2. Nature, 3. Nat Microbol., 4. Cell 15
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Kogawa, M., Hosokawa, M., et a/. Obtaining high-quality draft
genomes from uncultured microbes by cleaning and co-assembly
of single-cell amplified genomes. Sc/ Rep 8, 2059 (2018).
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Chijiiwa, R., Hosokawa, M., Kogawa, M. et al. Single-cell genomics of
uncultured bacteria reveals dietary fiber responders in the mouse gut

microbiota. Microbiome 8, 5 (2020). -
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