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Proper Citation

InterPro (RRID:SCR_006695)

Resource Information

URL: http://www.ebi.ac.uk/interpro

Proper Citation: InterPro (RRID:SCR_006695)

Description: Service providing functional analysis of proteins by classifying them into
families and predicting domains and important sites. They combine protein signatures
from a number of member databases into a single searchable resource, capitalizing on
their individual strengths to produce a powerful integrated database and diagnostic tool.
This integrated database of predictive protein signatures is used for the classification and
automatic annotation of proteins and genomes. InterPro classifies sequences at
superfamily, family and subfamily levels, predicting the occurrence of functional domains,
repeats and important sites. InterPro adds in-depth annotation, including GO terms, to the
protein signatures. You can access the data programmatically, via Web Services. The
member databases use a number of approaches: # ProDom: provider of sequence-
clusters built from UniProtKB using PSI-BLAST. # PROSITE patterns: provider of simple
regular expressions. # PROSITE and HAMAP profiles: provide sequence matrices. #
PRINTS provider of fingerprints, which are groups of aligned, un-weighted Position
Specific Sequence Matrices (PSSMs). # PANTHER, PIRSF, Pfam, SMART, TIGRFAMs,
Gene3D and SUPERFAMILY: are providers of hidden Markov models (HMMs). Your
contributions are welcome. You are encouraged to use the ''''Add your annotation'''' button
on InterPro entry pages to suggest updated or improved annotation for individual InterPro
entries.

Abbreviations: InterPro

Synonyms: InterPro: protein sequence analysis & classification, InterPro protein
sequence analysis and classification

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

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_006695/resolver
http://www.ebi.ac.uk/interpro


Defining Citation: PMID:22096229, PMID:21082426, PMID:18940856, PMID:18428686,
PMID:18025686, PMID:17202162, PMID:16909843, PMID:15608177, PMID:12520011,
PMID:12230031, PMID:11159333, PMID:11119311, PMID:11125043

Keywords: protein, classify, prediction, protein domain, genome, protein family, functional
site, protein sequence, protein function, analysis, nucleic acid, amino acid, amino acid
sequence, gold standard

Funding: European Union FP7 Scientific Data Repositories 213037;
BBSRC BB/F010508/1;
NIGMS GM081084

Availability: Acknowledgement requested, Free, Public, The community can contribute to
this resource

Resource Name: InterPro

Resource ID: SCR_006695

Alternate IDs: nif-0000-03035, OMICS_01694, r3d100010798

Alternate URLs: https://doi.org/10.17616/R3FS61

Record Creation Time: 20220129T080237+0000

Record Last Update: 20260731T042726+0000

Ratings and Alerts

No rating or validation information has been found for InterPro.

No alerts have been found for InterPro.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 7000 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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