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ABSTRACT RESULTS

 Emerging evidence suggests that gut microbiota plays a key role during the development .
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Isce)vgr?t microbiota may play arole europathic pain, but the exact mechanism Is not yet Figure 3. Gingerols and shogaols alter the functional profile of the gut microbiota.

* This study aimed to investigate the effect of gingerols and shogaols on the gut microbiota
of rats with spinal nerve ligation injury (neuropathic pain model).

CONCLUSIONS
 Neuropathic pain was induced In animals by spinal nerve ligation (SNL). Then, animals

were treated with either GEG and SEG for 30 days. Finally, fecal samples were collected * GEG and SEG exhibited differential effects on the microbiome composition and

and 16S rRNA gene was sequenced to analyze the alterations in the gut microbiota. function, suggesting a prebiotic potential for dietary ginger root intake in the

* Gut microbiome composition and diversity were analyzed using QIIME2, while PICRUSt2 management of NP. Most notably GEG and SEG increased the abundance of
was used to investigate the functional profile changes. Bacteroides massiliensis.




