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To the editor  

Dear Editor, we would like to share ideas on “A 

systems biology analysis of protein-protein interaction 

of digestive disorders and Covid-19 virus based on 

comprehensive gene information (1)" In light of the 

findings, Hosseinpouri et al. came to the conclusion 

that IBD, gastritis, and diarrhea share shared pathways 

and Inflammatory molecules were found to be CXCL8, 

IL-6, IL-1, TNF-, TLR4, and MBL2 in all networks (1). 

According to Hosseinpouri et al., identifying genes and 

pathways can help with the development of fresh 

methods for treating these conditions (1). The 

pathophysiology route of gastrointestinal 

manifestations associated with COVID-19 can be made 

clearer with the use of the present bioinformatic 

pathway analysis. The information may still be sparse 

with regard to therapy applications that go farther. It is 

necessary to further identify using the link between the 

pharmacological and pathophysiological pathways. 

Comparing pharmacological pathways appears to be a 

useful new idea for discovering novel anti-COVID-19 

medications from well-known traditional medicines. 

The comparison can only suggest that a conventional 

medicine would be appropriate, though. The 

identification of the connections between the 

pathophysiological and pharmacological action 

pathways can aid in guiding the choice of additional 

novel drugs (2). Finally, since any pathway analysis is a 

prediction based on in silico calculations, normal 

clinical investigations are still necessary to confirm the 

suggested potential for treating COVID-19 (2). 
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