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Proper Citation

ChromDB- the chromatin database (RRID:SCR_007597)

Resource Information

URL.: http://www.chromdb.org

Proper Citation: ChromDB- the chromatin database (RRID:SCR_007597)

Description: ChromDB is a chromatin database. Three types of sequences are included in
the database: genomic-based (predominantly plant sequences); transcript-based (EST
contigs or cDNAs for plants lacking a sequenced genome); and NCBI RefSeq sequences for
a variety of model animal organisms. The Gene Record Page for any sequence indicates the
type of sequence. The broad mission of ChromDB is display, annotate, and curate
sequences of two broad functional classes of biologically important proteins: chromatin-
associated proteins (CAPs) and RNA interference-associated proteins. Plant proteins are the
major focus of the work support by The Plant Genome Research Program (PGRP) of the
National Science Foundation. Our intent is to produce intensively curated sequence
information and make it available to the research and teaching community in support of
comparative analyses toward understanding the chromatin proteome in plants, especially in
important crop species. In order to do a comparative analysis, it is necessary to include non-
plant proteins in the database. Non-plant genes are not curated to the degree carried out for
plants and to automate the process of data import, our non-plant genes are from the RefSeq
database of NCBI. We reason that the inclusion of non-plant, model organisms will broaden
the relevance and usefulness of ChromDB to the entire chromatin community and will
provide a more complete data set for phylogenetic analyses in support of the evolution of the
plant chromatin proteome. ChromDB is funded by a grant from the National Science
Foundation Plant Genome Research Project(#DBI-0421679).

Synonyms: ChromDB
Resource Type: data or information resource, database

Keywords: chromatin, chromatin-associated protein, crop species chromatin, plant
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chromatin proteome, plant protein, rna interference-associated proteins, FASEB list
Funding:

Resource Name: ChromDB- the chromatin database

Resource ID: SCR_007597

Alternate IDs: nif-0000-02661

Record Creation Time: 20220129T080242+0000

Record Last Update: 20250507T060510+0000

Ratings and Alerts
No rating or validation information has been found for ChromDB- the chromatin database.

No alerts have been found for ChromDB- the chromatin database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 60 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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