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Introduction 

Microbial communities that colonise the human body are known to benefit the host's health by performing important 

metabolic tasks and regulating immunological responses. In recent years, however, an increasing number of diseases have 

been linked to changes in the makeup and function of these communities. Yet, in many cases, it's unclear if the 

aforementioned alterations are the disease's cause, a result, or only a bystander [1]. The inability to define a distinct "healthy" 

microbiome, as microbiota composition varies widely amongst healthy individuals, is one of the key challenges in resolving 

this topic. The idea of enterotypes was created to simplify this variance by classifying individuals based on the presence of 

different or overabundant key species, specifically of three bacterial genera, Bacteroides, Prevotella, or Ruminococcus [2]. A 

concern arose right away: Could a higher frequency of inflammatory disorders be linked to one of the enterotypes, 

specifically those with Bacteroides- or Prevotella-rich microbiomes? Multiple research have expanded information about the 

relationships and activities of Prevotella spp. in infections and inflammatory diseases, although the subject remains 

unanswered due to the emergence of both beneficial and harmful features in these groups of bacteria diseases in the last years 

[3]. Nonetheless, current research has made tremendous progress in our understanding of Prevotella. In this Review, we 

summarise and evaluate recent results that have gone into great detail to investigate the genetic diversity and ecology of the 

Prevotella genus. We also look at the experimental tools and models that are essential for furthering Prevotella research. The 
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goal of this review is to provide a critical analysis of the major inflammatory diseases Prevotella has been implicated in, such 

as periodontitis, rheumatoid arthritis, and intestinal dysbiosis and inflammation in HIV patients, due to numerous associations 

made between Prevotella and health disorders [4].  

 

Conclusion 

In order to fully understand the role of Prevotella spp. in inflammatory illnesses including rheumatoid arthritis and intestinal 

dysbiosis and inflammation, the essential experimental methods must be constantly improved. This comprises a vast 

collection of publicly available Prevotella isolates as well as a thorough description of the genetic diversity of species and 

strains [5]. The use of animal models in which the microbiota composition may be easily changed, such as gnotobiotic or 

human microbiota-associated (HMA) mice models, is still required for comprehensive mechanistic research. Performing 

functional genetic investigations in Prevotella spp., like many other anaerobic bacteria, has proven problematic and is a 

potential challenge. 
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