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Proper Citation

Integr8 : Access to complete genomes and proteomes (RRID:SCR_007740)

Resource Information

URL.: http://www.ebi.ac.uk/integr8/

Proper Citation: Integr8 : Access to complete genomes and proteomes
(RRID:SCR_007740)

Description: The Integr8 web portal provides easy access to integrated information about
deciphered genomes and their corresponding proteomes. Available data includes DNA
seqguences (from databases including the EMBL Nucleotide Sequence Database, Genome
Reviews, and Ensembl); protein sequences (from databases including the UniProt
Knowledgebase and IPI); statistical genome and proteome analysis (performed using
InterPro, CluSTr, and GOA); and information about orthology, paralogy, and synteny.

Synonyms: Integr8

Resource Type: database, data or information resource

Keywords: bio.tools

Funding:

Resource Name: Integr8 : Access to complete genomes and proteomes
Resource ID: SCR_007740

Alternate IDs: nif-0000-03027, biotools:intergr8

Alternate URLSs: https://bio.tools/intergr8

Record Creation Time: 20220129T080243+0000
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Ratings and Alerts

No rating or validation information has been found for Integr8 : Access to complete genomes
and proteomes.

No alerts have been found for Integr8 : Access to complete genomes and proteomes.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 52 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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