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Introduction

➢ Human microbiota plays a vital role in disease development and individualized drug responses

➢ Existing databases often focus on unidirectional associations, lacking a comprehensive analysis of the 

complex and bidirectional interactions among microbiota, microbial proteins, drugs, and diseases. 

This significantly limits in-depth research and the advancement of precision medicine.



Highlights

Figure 1. The primary data components of MDIPID and their corresponding statistics.



Data access and retrieval

Keyword search

Drop-down menu search

Brief table of specific microbial taxa data



Results: for microbiota search and data presentation

                                         

                                                   

               

                    

                

                            

                                    

                   

                             

            

                                   

                 

                               

                         

                     

                

               

                   

                

                            

                                    

   

   

Figure 2. A typical MDIPID page to provide comprehensive details about a specific microbial taxa.



Results: for drug search and data presentation

Figure S1(A). A typical illustrative diagram of the abundant drug information in MDIPID.



Results: for drug search and data presentation

Figure S1(B). The interaction atlas of this drug.
Figure S1(C). This drug impact on microbiota.

Figure S1(D). Microbiota modulation on this drug.



Results: for disease search and data presentation

Figure S2. A typical page showing the rich disease phenotype information in MDIPID.



Results: for protein search and data presentation

Figure S3. A typical page illustrating the microbial protein data in MDIPID.



Summary

❑  In this study, we developed a comprehensive database MDIPID to systematically 

provide the complex and bidirectional interaction data among microbiota, drugs, 

diseases, and microbial proteins.

❑  Currently, MDIPID includes data on 6,669 MMDR, 11,760 DEIM, and 15,146   MBDA 

records, collectively forming a comprehensive and interconnected network that 

encompasses 2,708 microbial species, 1,818 drugs/exogenous substances, 592 microbial 

proteins, and 482 diseases.

❑  MDIPID offers versatile search and data display functions, promising to be a key 

resource for researchers aiming to identify microbial therapeutic targets, predict drug 

efficacy, and develop new therapies.

❑  Website：https://idrblab.org/mdipid/
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iMeta: Integrated meta-omics to change the understanding of the biology and environment

“iMeta” is a Wiley partner journal launched by iMeta Science Society in 2022, first impact factor (IF) 23.8 in 2024, ranking 2/161 in 

the microbiology. It aims to publish innovative and high-quality papers with broad and diverse audiences. Its scope is similar to 

Nature Biotechnology, Nature Methods, Nature Microbiology , Nature Food, etc. Its unique features include video abstract, 

bilingual publication, and social media dissemination, with more than 600,000 followers. It has published 220+ papers and been cited 

for 5600+ times, and has been indexed by SCIE / WOS, PubMed, Google Scholar, and Scopus.

“iMetaOmics” is a sister journal of “iMeta” launched in 2024, with a target IF>10, and its scope is similar to Nature 

Communications, Microbiome, ISME J, Nucleic Acids Research, Briefings in Bioinformatics, etc. All contributes are welcome!

Society: http://www.imeta.science  
Publisher: https://wileyonlinelibrary.com/journal/imeta 

Submission: https://wiley.atyponrex.com/journal/IMT2
https://wiley.atyponrex.com/journal/IMO2 
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