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In a study focused on corals’ health!, RiboTaxa highlighted 2 species of uncultured Endozoicomonas which
were dominant in the healthy tissue. Both species belonged to new genus opening new research
perspectives on corals’ health.

Reveals microbial novelties not detected
by current approaches

Can be applied to other phylogenetic

Human gut microbiome
markers

HE654004.1.1469_Methanothermus_sociabilis
1 M32222.1566.3046_Methanothermus_fervidus
L CP002278.767977.769457 Methanothermus_fervidus DSM_2088

0 E DQ517520.1.1434 Methanobacterium_arcticum
AY386124.1.1333 Methanobacterium_aarhusense

Young Adult

Semi-Supercentenarians

Methanobacterium

AB496639.1.1416_Methanobacterium_alcaliphilum
0.93 lHM573433.1_Uncultured_archaeon_clone_Luo-41
" 1 nl1178 HM573433.1.1263
1 0.97 KF697728.1_Methanosphaera_sp._A4_16S
8 HES582783.1.1486_Methanosphaera_cuniculi
0.96 CP000102.408655.410144_Methanosphaera_stadtmanae_DSM_3091

0.3 AB065294.1.1441_Methanobrevibacter_arboriphilus
LWMT01000072.13.1484_Methanobrevibacter_filiformis
0.54
7

Acknowledgements

We are grateful to the Mésocentre Clermont Auvergne University and AuBi platform
for providing help and computing and storage resources. Computations have been
performed on the supercomputer facilities of the Mésocentre Clermont Auvergne
University.

Methanosphaera ,
Methanobacteriaceae

MRCT01000114.356.1843_Methanobrevibacter_sp._87.7
FOAKO01000003.185516.186995_Methanobrevibacter_gottschalkii
0 :1§\J R_074235.1_Methanobrevibacter_smithii_ATCC_35061_strain_PS
AELO01000022.3647.5110_Methanobrevibacter_smithii_TS146C
AF242652.1.1359 Methanobrevibacter acididurans (

L References }

) . 1. Keller-Costa,T, et al. (2021) Metagenomic insights into the taxonomy, function, and
In a study on human gut and extreme longevity-, RiboTaxa detected the presence of an uncultured archaeon dysbiosis of prokarvotic communities in octocorals. Microbiome, 8, 72.
in semi-supercentenarians (aged 105 to 109 years) highlighting a new archaeal genus not yet described that 2. Rampelli,S., et al. (2020) Shotgun Metagenomics of Gut Microbiota in Humans with up to
could be species of interest participating in the longevity process.

0.92

; Methanobrevibacter

Extreme Longevity and the Increasing Role of Xenobiotic Degradation. mSystems, 5,

e00124-20.

@

®

LCA s \ (/s o o 3
i w « L EUROPE S EyGAGE . i AGENCE NATIONALE DE LA RECHERCHE . o g
UNIVERSITE 2\ - enregion [ ' MEWS .
et ] P MESOCENTRE | .
c le r m o n t CLERMONT-FERRAND Auvergne-RE?erl?éAFlE%ii x UNIVERSITE n u BI OS:OBJUIL

A uve I'g ne UNION EUROPEENNE Clermont Auvergne icrobiologie, “nvironnement [igestif et Sante Auvergne Bininformatique Université de Rennes 1| RENNES

CENTRE HOSPITALIER UNIVERSITAIRE


mailto:oshma.chakoory@uca.fr
mailto:pierre.peyret@uca.fr

