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Coinertia Analysis RV: 0.5243044 Significance: 0.001
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Metagenomic and metabolomic analyses reveal distinct stage-specific phenotypes of the
gut microbiota in colorectal cancer

Nature Medicine , 2019,25(6):968-976. IF:30.641
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Gut microbiota-bile acid-interleukin-22 axis orchestrates polycystic ovary syndrome

Nature Medicine ,2019,25(8): 1225-1233. IF:30.641
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Major microbiota dysbiosis in severe obesity: fate after bariatric surgery
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Mapping human microbiome drug metabolism by gut bacteria and their genes

Nature ,2019,570(7762):462-467. |IF:43.07
PBEARZERL: 271 FIGERZSY) , 76 MAREH  XHE: A¥MRE, FEY, Risd

AGMMAR T REMSHYOEEER, RIMRPIEN 271 FIRKRZAYFREDE 2/3 AR LR —M R LBk,
MEFERMEHT T IFERNREAT I, RELIT 868 MREAMNEY), XEARPMXEL TREAMNFE. FHEIK
WIIET 30 MEMAEMRDHNERHYRGIEIRE, XEEBRETEIF 20 MY 59 MREREY. FEMERNAYIR
NAE, MARANBERFERBRER. HENENAESEERNRAYEINEE,

' 76 bacterial gut
Ildlmw

4. NEARAMREERHI D



B 5 SR

fhEE, ABRARSIZHENNRR

Meta-omics analysis of elite athletes identifies a performance-enhancing microbe
that functions via lactate metabolism
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