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Proper Citation

Protein Interactions Calculator (RRID:SCR_018574)

Resource Information

URL: http://pic.mbu.iisc.ernet.in

Proper Citation: Protein Interactions Calculator (RRID:SCR_018574)

Description: Web server for inter residue interaction calculations in single site.
Determines accessible surface area and residue depth, which is distance of residue from
surface of protein. Recognizes specific kind of interactions, such as apolar–apolar residue
interactions or ionic interactions, that are formed between buried or exposed residues or
near surface or deep inside. Recognizes interactions including disulphide bonds,
hydrophobic interactions, ionic interactions, hydrogen bonds, aromatic- aromatic
interactions, aromatic-sulphur interactions and cation interactions within protein or
between proteins in complex.

Resource Type: production service resource, service resource, web service, data
analysis service, data access protocol, analysis service resource, software resource

Defining Citation: PMID:17584791

Keywords: Protein interaction, interaction calculation, single site, accessible surface are,
residue depth, protein surface, residue distance, residue interaction, protein complex,
bio.tools

Funding: Department of Biotechnology Government of India

Availability: Free, Freely available

Resource Name: Protein Interactions Calculator

Resource ID: SCR_018574

Alternate IDs: biotools:pic

Alternate URLs: https://bio.tools/pic

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018574/resolver
http://pic.mbu.iisc.ernet.in
https://pubmed.ncbi.nlm.nih.gov/17584791


Old URLs: http://crick.mbu.iisc.ernet.in/~PIC

Record Creation Time: 20220129T080340+0000

Record Last Update: 20260821T043033+0000

Ratings and Alerts

No rating or validation information has been found for Protein Interactions Calculator.

No alerts have been found for Protein Interactions Calculator.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 34 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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reports, 12(1), 14850.
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