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Proper Citation

TransportDB (RRID:SCR_005643)

Resource Information

URL: http://www.membranetransport.org

Proper Citation: TransportDB (RRID:SCR_005643)

Description: TransportDB is a relational database describing the predicted cytoplasmic
membrane transport protein complement for organisms whose complete genome
sequence are available. For each organism, its complete membrane transport
complement was identified, classified into protein families according to the TC
classification system, and functional predictions are provided.For each organism, a
summary page is available, overviewing the whole transporter system, including
transporter types and individual transporter families. For individual transporter types, a
detailed list of transporters with their possible substrates is shown with links to individual
protein page which contains protein sequence and annotation information. You can also
compare the transporter system from two or more different organisms. A search engine is
set up for easy search in our transporter database for transporter type, family, individual
proteins and their substrates. You can also blast search your protein sequence against our
transporter database.With the rapid development of genomic sequencing both in TIGR
and in other institutes, more and more genomes are available for the analysis of their
transporter system. We will keep updating this site with the newly published genomes. If
you have any suggestions, corrections, or comments on our site, please contact us. We
are currently working on providing additional functionality for this database.

Synonyms: TransportDB

Resource Type: database, data or information resource

Keywords: FASEB list

Resource Name: TransportDB

Resource ID: SCR_005643

Alternate IDs: nif-0000-03581

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005643/resolver
http://www.membranetransport.org


Record Creation Time: 20220129T080231+0000

Record Last Update: 20260725T191141+0000

Ratings and Alerts

No rating or validation information has been found for TransportDB.

No alerts have been found for TransportDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 138 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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