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Proper Citation

ExPASy Bioinformatics Resource Portal (RRID:SCR_012880)

Resource Information

URL: http://expasy.org/

Proper Citation: ExPASy Bioinformatics Resource Portal (RRID:SCR_012880)

Description: Portal which provides access to scientific databases and software tools (i.e.,
resources) in different areas of life sciences including proteomics, genomics, phylogeny,
systems biology, population genetics, transcriptomics etc. It contains resources from many
different SIB groups as well as external institutions.

Abbreviations: ExPASy

Synonyms: Bioinformatics Resource Portal, SIB Bioinformatics Resource Portal, Expert
Protein Analysis System

Resource Type: data or information resource, portal

Defining Citation: PMID:22661580, PMID:12824418, PMID:8073505

Keywords: proteomics, genomics, structural bioinformatics, systems biology, phylogeny,
evolution, population genetics, transcriptomics, biophysics, imaging, it infrastructure, drug
design, protein, resource, portal

Funding: Swiss State Secretariat for Education and Research

Availability: Free, Public

Resource Name: ExPASy Bioinformatics Resource Portal

Resource ID: SCR_012880

Alternate IDs: SCR_015894

License URLs: http://expasy.org/disclaimer.html

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_012880/resolver
http://expasy.org/
https://pubmed.ncbi.nlm.nih.gov/22661580
https://pubmed.ncbi.nlm.nih.gov/12824418
https://pubmed.ncbi.nlm.nih.gov/8073505


Record Creation Time: 20220129T080313+0000

Record Last Update: 20260903T235951+0000

Ratings and Alerts

No rating or validation information has been found for ExPASy Bioinformatics Resource
Portal.

No alerts have been found for ExPASy Bioinformatics Resource Portal.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 7119 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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