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ResultS — construction of the RAGMB
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11 traditional and 7 modified methods / media were
used,

RAGMB covers 601 strains in 280 species from 7
phyla, including 43 new species;

RAGMB website: https://www.nmdc.cn/ragmb/ ;
The new species were analysed for identification,
genome, metabolome and distribution in the
population.

RAGMB provides 121 unique species, including 8
strains from the phylum Synergistota, representing

4 species.
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Qé?esu |tS — Core gut microbial species and their correlation with RA clinically used indices
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ResultsS — the m. tenuis and E.

rectale exacerbated inflammatory responses in mice
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Conclusions

Establish RA-originated gut microbial biobank (RAGMB)
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® An rheumatoid arthritis (RA)-originated gut microbial
biobank (RAGMB) was established, comprising 601
bacterial strains representing 280 species (including 43
novel species) across 7 bacterial phyla.

® RAGMB covers 93.2% of medium- and high-abundant
RA gut microbe species from isolated samples.

® The RA core microbiome consists of 20 bacterial
species, with  Mediterraneibacter tenuis and

Eubacterium rectale showing significant correlations

with clinical indices.

® RA core species Mediterraneibacter tenuis and

Eubacterium  rectale  exacerbate inflammatory

responses, including shortened colon length, enlarged

spleen and altered plasma cytokine levels.
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