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Shanghai Jiaotong University Zhao Liping’s team Has in-depth studied on bacteria to improve

type 2 diabetes
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« Butyrate producing bacterium CAG0224
« Faecalibactenum prausnitzii CAG0106
« Lachnospiraceae bacterium CAGD045

« Eubactenum rectale CAG0153

« Eubacterium ebgens CAGO037

«  Lachnospiraceae bacterium CAGD409
* Ruminococcus sp. CAGO033
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Eubactenium rectale CAGOO79

Sutters CAGOD133
Clostridium leptum CAGO155
Clostridiales bacternum CAG0023
Lactobacius defbruecki CAG0236

: Lactobacilus reuteri CAG207
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Gut bacteria selectively promoted by dietary fibers alleviate type 2
diabetes
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The gut microbiota benefits humans via short-chain fatty acid (SCFA) production from
carbohydrate fermentation, and deficiency in SCFA production is associated with type 2 diabetes
mellitus (T2DM). We conducted a randomized clinical study of specifically designed isoenergetic
diets, together with fecal shotgun metagenomics, to show that a select group of SCFA-producing
strains was promoted by dietary fibers and that most other potential producers were either
diminished or unchanged in patients with T2DM. When the fiber-promoted SCFA producers were
present in greater diversity and abundance, participants had better improvement in hemoglobin
Alc levels, partly via increased glucagon-like peptide-1 production. Promotion of these positive
responders diminished producers of metabolically detrimental compounds such as indole and
hydrogen sulfide. Targeted restoration of these SCFA producers may present a novel ecological
approach for managing T2DM.



