
 
 
 
Exercise 3: example report (You can change the format and include any extra 
information you find important) 
 
Our team selected the SRA run ERR12302112 from NCBI, part of the bioproject PRJEB69695. 
The focus of this project is to explore the fecal microbiota associated with acute COVID-19 
infection, specifically analyzing gut microbiome samples. This particular sample was sequenced 
using the Illumina MiSeq platform, targeting the 16S rRNA gene region, and comprises 19,844 
reads. 
https://www.ncbi.nlm.nih.gov/bioproject/PRJEB69695  

 
 
https://www.ncbi.nlm.nih.gov/sra/ERX11679108  

 

https://www.ncbi.nlm.nih.gov/bioproject/PRJEB69695
https://www.ncbi.nlm.nih.gov/sra/ERX11679108


For data processing, we employed Kraken2. Upon analysis, we identified the five most prevalent 
species, as follows: 
 

	
• Acidobacteriaceae bacterium: Notably, we found limited information regarding this 

species. 
• Eubacterium hallii: Recognized for its significant role in maintaining intestinal metabolic 

balance. It can metabolize glucose, acetate, and lactate to produce butyrate and hydrogen. 
Its presence in this gut microbiome dataset is logical, aligning with our research focus. 

• Faecalibacterium. prausnitzii is an important bacterium for human health but, members of 
this species are very sensitive to changes in gut environment which …(Reference: 
https://www.nature.com/articles/ismej2016176 ) 

 

https://www.nature.com/articles/ismej2016176

