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Research connected with marine animal gut microbiota is overshadowed by human and mammalian research and is a field of historical concern that has grown considerably alongside the aquaculture industry's development and is now gaining a lot of interest with scientists moving rapidly in this area. This study aims to characterize the different bacteria from the gut of sea urchin (Tripneustes gratilla). Bacterial DNA was extracted from sea urchin gut using the ZymoBIOMICS DNA Miniprep DNA isolation kit. The microbiome was characterized by 16S rDNA-based metagenomics analyses. The 16S rDNA gene was applied using the universal primers E517F and E969-984R. PCR products were gel purified and sequenced using NGS (Illumina MiSeq) and downstream bioinformatics tools. Overall, the gut and stomach samples was dominated by Proteobacteria, Actinobacteria, Firmicutes and Bacteroidetes. Analyzes of alpha and beta diversity showed low species richness and separate microbial communities involving the gut and stomach tissue. Stomach samples 6 and 11 were the richest and diverse samples amongst all the samples while gut sample 18 was the least abundant. Observed OTU showed that two female samples had more diversity in their stomach sample than the less diverse male samples. ANOSIM showed that there is no significance statistical difference between the male and female samples. Results from NGS analysis revealed that samples from the stomach of the sea urchin were more diverse and rich than the gut samples. Results from this study together with other echinoderm microbiome research, could serve as a foundation for understanding these marine invertebrates ' microbial ecology.
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