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Proper Citation

Protein families database of alignments and HMMs (RRID:SCR_002115)

Resource Information

URL: https://pfam.xfam.org/

Proper Citation: Protein families database of alignments and HMMs
(RRID:SCR_002115)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. iPfam is a resource that describes physical interactions between
those Pfam domains that have a representative structure in the Protein DataBank (PDB).
When two or more domains occur within a single structure, the domains are analysed to
see if they form an interaction. If the domains are close enough to form an interaction, the
bonds that play a role in that interaction are determined. The goal has been to re-calculate
iPfam interaction data for each new Pfam release, so that, as Pfam changes, the
information within iPfam remains up to date.

Synonyms: iPfam
Resource Type: data or information resource, database

Defining Citation: PMID:9223186, PMID:18819075

Keywords: bond, pfam, physical interaction, protein

Availability: Free, Freely available

Resource Name: Protein families database of alignments and HMMs
Resource ID: SCR_002115

Alternate IDs: nif-0000-20898

Old URLSs: http://ipfam.sanger.ac.uk/

Record Creation Time: 20220129T080211+0000

Record Last Update: 20260729T044034+0000



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_002115/resolver
https://pfam.xfam.org/
https://pubmed.ncbi.nlm.nih.gov/9223186
https://pubmed.ncbi.nlm.nih.gov/18819075

Ratings and Alerts

No rating or validation information has been found for Protein families database of
alignments and HMMs.

No alerts have been found for Protein families database of alignments and HMMs.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.

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

Zou Z, et al. (2025) Characterization of Caleosin Genes in Carica papaya and Insights into
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