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ProtParam Tool

RRID:SCR_018087
Type: Tool

Proper Citation

ProtParam Tool (RRID:SCR_018087)

Resource Information

URL.: https://web.expasy.org/protparam/

Proper Citation: ProtParam Tool (RRID:SCR_018087)

Description: Software tool to calculate various physicochemical parameters for given
protein stored in Swiss-Prot or TTEMBL or for user entered protein sequence. Protein can
either be pecified as Swiss-Prot/TrEMBL accession number or ID, or in form of raw
sequence. Computed parameters include molecular weight, theoretical pl, amino acid
composition, atomic composition, extinction coefficient, estimated half-life, instability index,
aliphatic index and grand average of hydropathicity.

Synonyms: ProtParam

Resource Type: analysis service resource, software application, service resource,
production service resource, sequence analysis software, data processing software, data
analysis software, software resource

Defining Citation: PMID:10027275

Keywords: Calculate phycicochemical parameter, protein, Swiss-Prot, TTEMBL, protein
sequence, molecular weight, theortical pl, amino acid composition, atomic compaosition,
extinction coefficient, bio.tools

Funding: NHGRI U01 HG02712;
Swiss Federal Government through Federal Office of Education and Science

Availability: Free, Freely available

Resource Name: ProtParam Tool



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018087/resolver
https://web.expasy.org/protparam/
https://pubmed.ncbi.nlm.nih.gov/10027275

Resource ID: SCR_018087

Alternate IDs: biotools:protparam

Alternate URLSs: https://bio.tools/protparam
Record Creation Time: 20220129T080338+0000

Record Last Update: 20250402T061535+0000

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

No alerts have been found for ProtParam Tool.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 4802 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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approaches. Scientific reports, 15(1), 3795.
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bean. Journal of experimental botany, 76(2), 346.

O'Brien JH, et al. (2025) Cryo-EM Structure of Recombinantly Expressed hUGDH Unveils a
Hidden, Alternative Allosteric Inhibitor. Biochemistry, 64(1), 92.




