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Metabolism and Transport Drug Interaction Database

RRID:SCR_006550
Type: Tool

Proper Citation

Metabolism and Transport Drug Interaction Database (RRID:SCR_006550)

Resource Information

URL.: http://www.druginteractioninfo.org/

Proper Citation: Metabolism and Transport Drug Interaction Database (RRID:SCR_006550)

Description: The Database is a research and analysis tool developed at the University of
Washington, in the Department of Pharmaceutics. It contains in vitro and in vivo information
on drug interactions in humans from the following sources: * 9648 peer-reviewed journal
articles referenced in PubMed * 102 New Drug Applications (NDAS) * 411 excerpts of FDA
Prescribing Information * In-depth analyses of drug-drug interactions in the context of 40
diseases / co-morbidities. In addition, the database also provides PK Profiles of drugs, QT
Prolongation data, including results of TQT studies from recent NDAs, as well as Regulatory
Guidances and Editorial Summaries/Syntheses relevant to advances in the field of drug
interactions. Access to the Database is licensed by UW Center for Commercialization (C4C)
to organizations interested in in-depth information on drug interactions. The Database is
particularly useful to scientists/clinicians working in drug discovery and drug development.
Database users can search for information using several families of pre-formulated queries
based on drug name, enzyme name, transporter name, therapeutic area, and more.

Abbreviations: DIDB

Synonyms: Metabolism Transport Drug Interaction Database, Drug Interaction Database,
Metabolism & Transport Drug Interaction Database

Resource Type: database, data or information resource

Defining Citation: PMID:21106490



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_006550/resolver
http://www.druginteractioninfo.org/
https://pubmed.ncbi.nlm.nih.gov/21106490

Keywords: drug, metabolism, pharmacokinetic, drug interaction, drug discovery, drug
development

Funding:

Resource Name: Metabolism and Transport Drug Interaction Database
Resource ID: SCR_006550

Alternate IDs: nix_149273

Record Creation Time: 20220129T080236+0000

Record Last Update: 20250409T060534+0000

Ratings and Alerts

No rating or validation information has been found for Metabolism and Transport Drug
Interaction Database.

No alerts have been found for Metabolism and Transport Drug Interaction Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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