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Blocks

RRID:SCR_007567
Type: Tool

Proper Citation

Blocks (RRID:SCR_007567)

Resource Information

URL.: http://blocks.fhcrc.org

Proper Citation: Blocks (RRID:SCR_007567)

Description: Blocks is a database of highly conserved regions of proteins, or Blocks. THe
database is no longer maintained or updated and some of its tools are no longer
functional. However, Blocks does provide Block Searcher, Get Blocks and Block Maker,
aids to detection and verification of protein sequence homology. They compare a protein
or DNA sequence to a database of protein blocks (current version), retrieve blocks, and
create new blocks, respectively. Users can further view blocks by (keyword or number),
search a sequence against the database of blocks, search blocks against each other, or
make blocks of their own.

Synonyms: Blocks

Resource Type: data or information resource, database

Keywords: block, conserved region, protein, protein conservation, FASEB list
Resource Name: Blocks

Resource ID: SCR_007567

Alternate IDs: nif-0000-02614

Record Creation Time: 20220129T080242+0000

Record Last Update: 20260729T044205+0000

Ratings and Alerts
No rating or validation information has been found for Blocks.

No alerts have been found for Blocks.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_007567/resolver
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 135 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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