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SIDER

RRID:SCR_004321
Type: Tool

Proper Citation

SIDER (RRID:SCR_004321)

Resource Information

URL: http://sideeffects.embl.de/

Proper Citation: SIDER (RRID:SCR_004321)

Description: Database containing information on marketed medicines and their recorded
adverse drug reactions. The information is extracted from public documents and package
inserts. The available information include side effect frequency, drug and side effect
classifications as well as links to further information, for example drug-target relations. The
SIDER Side Effect Resource represents an effort to aggregate dispersed public
information on side effects. To our knowledge, no such resource exist in machine-
readable form despite the importance of research on drugs and their effects. The creation
of this resource was motivated by the many requests for data that we received related to
our paper (Campillos, Kuhn et al., Science, 2008, 321(5886):263-6.) on the utilization of
side effects for drug target prediction. Inclusion of side effects as readouts for drug
treatment should have many applications and we hope to be able to enhance the
respective research with this resource. You may browse the drugs by name, browse the
side effects by name, download the current version of SIDER, or use the search interface.

Abbreviations: SIDER
Synonyms: Side Effect Resource, SIDER: Side Effect Resource
Resource Type: data or information resource, database

Defining Citation: PMID:20087340

Keywords: medicine, drug, side effect, adverse drug reaction, drug-target, phenotype,
bio.tools, FASEB list

Availability: Except as otherwise noted, Creative Commons Attribution-NonCommercial-
ShareAlike License, v3, Commercial use requires permission

Resource Name: SIDER



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_004321/resolver
http://sideeffects.embl.de/
https://pubmed.ncbi.nlm.nih.gov/20087340

Resource ID: SCR_004321

Alternate IDs: r3d100012791, nix_33359, OMICS_ 01588, biotools:sider
Alternate URLSs: https://bio.tools/sider, https://doi.org/10.17616/R3J226
Record Creation Time: 20220129T080223+0000

Record Last Update: 20260729T044058+0000

Ratings and Alerts
No rating or validation information has been found for SIDER.

No alerts have been found for SIDER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 372 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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prescription medications: A Danish nationwide screening study. British journal of clinical
pharmacology, 91(7), 1947.

Elmore AR, et al. (2025) Genetic inference of on-target and off-target side-effects of
antipsychotic medications. PLoS genetics, 21(7), e1011793.
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