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Background — Rheumatoid arthritis and gut microbes
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Results — Construction of the RAGMB

• 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.



Results — RAGMB covers both high and low-abundant bacterial taxa from RA patients

• The abundance of Bifidobacteriaceae and 

Prevotellaceae showed significant differences 

between samples;

• 145 species (51.8%) were conserved in the 

RAGMB but were not detected by the 

metagenomic approach;

• The RAGMB that covered 93.2% at species level 

of medium- and high-abundant gut microbes with 

RA patients.



Results — Core gut microbial species and their correlation with RA clinically used indices

• The RA core microbiome 

consists of 20 bacterial 

species;

• Mediterraneibacter tenuis and 

Eubacterium rectale are 

significantly associated with 

clinical diagnostic indicators.



Results — The M. tenuis and E. rectale exacerbated inflammatory responses in mice

• Mediterraneibacter tenuis 

and Eubacterium rectale

exacerbated the host's 

inflammatory response, 

including shortened colon 

length, enlarged spleen, 

decreased plasma levels of 

IL-10 and increased levels 

of IL-17A.



Conclusions

⚫ 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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iMeta: Integrated meta-omics to change the understanding of the biology and environment

“iMeta” is a Wiley partner journal launched by iMeta Science Society in 2022, receiving its first impact factor (IF) of 23.7 in 2024,

ranking 2/165 in the microbiology field. It aims to publish innovative and high-quality papers with broad and diverse audiences. Its

scope is similar to Nature Biotechnology, Nature Microbiology, and Cell Host & Microbe. Its unique features include video abstract,

bilingual publication, and social media dissemination, with more than 500,000 followers. It has published 200+ papers and been cited

for 4000+ times, and has been indexed by ESCI/WOS/JCR, PubMed, Google Scholar, and Scopus.

“iMetaOmics” is a sister journal of “iMeta” launched in 2024, with a target IF>10, and its scope is similar to Microbiome, ISME J,

Nucleic Acids Research, Briefings in Bioinformatics, Bioinformatics, etc. All contributes are welcome!
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