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Proper Citation

EXProt- database for EXPerimentally verified Protein functions (RRID:SCR_007652)

Resource Information

URL: http://www.cmbi.kun.nl/EXProt/

Proper Citation: EXProt- database for EXPerimentally verified Protein functions
(RRID:SCR_007652)

Description: THIS RESOURCE IS NO LONGER IN SERVICE, documented August 23,
2016. EXProt (database for EXPerimentally verified Protein functions) is a new non-
redundant database containing protein sequences for which the function has been
experimentally verified. EXProt is a selection of 6491 entries which are described to have
an experimentally verified function. The entries in EXProt all have a unique ID number and
provide information about organism, protein sequence, functional annotation, link to entry
in original database, and if known, gene name and link to references in PubMed. The
EXProt database can be searched with BLAST or FASTA with amino acid or nucleotide
sequence as query sequence. Note that only the sequence goes into the field. EXProt
database is also searchable in SRS6 at CMBI. In a near future entries from the genome
project of Lactobacillus plantarum by Wageningen Centre for Food Sciences (WCFS) will
be added to EXProt.

Synonyms: EXProt

Resource Type: database, data or information resource

Keywords: protein function, protein sequence

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: EXProt- database for EXPerimentally verified Protein functions

Resource ID: SCR_007652

Alternate IDs: nif-0000-02828

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_007652/resolver
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Record Creation Time: 20220129T080243+0000

Record Last Update: 20260808T190415+0000

Ratings and Alerts

No rating or validation information has been found for EXProt- database for
EXPerimentally verified Protein functions.

No alerts have been found for EXProt- database for EXPerimentally verified Protein
functions.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 15 mentions in open access literature.

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