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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://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID: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: 20260808T190311+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 NIF .

Long X, et al. (2026) Identification of the NLP Gene Family in Populus euphratica and Its
Expression Analysis Under Drought Stress. International journal of molecular sciences,
27(7).

Han L, et al. (2026) Genome-Wide Identification and Characterization of Stress-
Responsive SNARE Genes in Quinoa (Chenopodium quinoa Willd.). Biology, 15(5).

Wang G, et al. (2026) Genome-Wide Identification of Ovarian Tumor Proteases Gene
Family and Knockout of TaOTU6 Increases Grain Width and Weight in Wheat. Plants
(Basel, Switzerland), 15(5).

Pohto A, et al. (2026) Uncovering Sequence and Structural Characteristics of Fungal
Expansin-Related Proteins With Potential to Drive Substrate Targeting. Proteins, 94(2),
547.

Lian Q, et al. (2026) A chromosome-level genome assembly of Hemibarbus maculatus.
Scientific data, 13(1).

Guo W, et al. (2026) Genome-Wide Identification and Expression Analysis of m6A
Regulators in Bursaphelenchus xylophilus Across Developmental and Stress Conditions.
Biology, 15(10).

Liu K, et al. (2026) Characterization of histone acetyltransferase and histone deacetylase
genes under abiotic and hormone stresses in soybean. Frontiers in plant science, 17,
1753615.

Huang J, et al. (2026) Comprehensive Analysis of the Polygalacturonase Gene Family
and Transcriptome Screening for Candidate Genes Associated with Postharvest Softening
in Atemoya. Plants (Basel, Switzerland), 15(12).

https://neuinfo.org/rin/sources/SCR_005400
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_012880/resolver/mentions


Xia L, et al. (2026) Genome-wide analysis of BAHD gene family and in vivo
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