
Resource Summary Report

Generated by NIF on Apr 28, 2025

Chromosome 7 Annotation Project
RRID:SCR_007134
Type: Tool

Proper Citation

Chromosome 7 Annotation Project (RRID:SCR_007134)

Resource Information

URL: http://www.chr7.org

Proper Citation: Chromosome 7 Annotation Project (RRID:SCR_007134)

Description: Database containing the DNA sequence and annotation of the entire human 
chromosome 7, encompassing nearly 158 million nucleotides of DNA and 1917 gene 
structures, are presented; the most up to date collation of sequence, gene, and other 
annotations from all databases (eg. Celera published, NCBI, Ensembl, RIKEN, UCSC) as 
well as unpublished data. To generate a higher order description, additional structural 
features such as imprinted genes, fragile sites, and segmental duplications were integrated 
at the level of the DNA sequence with medical genetic data, including 440 chromosome 
rearrangement breakpoints associated with disease. The objective of this project is to 
generate a comprehensive description of human chromosome 7 to facilitate biological 
discovery, disease gene research and medical genetic applications. There are over 360 
disease-associated genes or loci on chromosome 7. A major challenge ahead will be to 
represent chromosome alterations, variants, and polymorphisms and their related 
phenotypes (or lack thereof), in an accessible way. In addition to being a primary data 
source, this site serves as a weighing station for testing community ideas and information to 
produce highly curated data to be submitted to other databases such as NCBI, Ensembl, and 
UCSC. Therefore, any useful data submitted will be curated and shown in this database. All 
Chromosome 7 genomic clones (cosmids, BACs, YACs) listed in GBrowser and in other data 
tables are freely distributed.

Abbreviations: Chromosome 7 Annotation Project

Synonyms: The Chromosome 7 Annotation Project, Chromosome 7 Annotation Project

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_007134/resolver
http://www.chr7.org


Resource Type: data repository, service resource, storage service resource, database, data 
or information resource

Defining Citation: PMID:12690205

Keywords: duplication, gene expression, family, fish, gene, gene annotation, genome, 
breakpoint, chromosome, chromosome 7, clinical, deletion, disease, dna sequence, human, 
insertion, inversion, polymorphism, rearrangement, segmental duplication, snp, translocation, 
annotation, data analysis service, blat, cosmid, bac, yac, biomaterial supply resource, 
malignant, non malignant, bio.tools

Funding:

Availability: Free, (Genomic clones)

Resource Name: Chromosome 7 Annotation Project

Resource ID: SCR_007134

Alternate IDs: nif-0000-03550, biotools:chr7

Alternate URLs: https://bio.tools/chr7

Record Creation Time: 20220129T080240+0000

Record Last Update: 20250428T053316+0000

Ratings and Alerts

No rating or validation information has been found for Chromosome 7 Annotation Project.

No alerts have been found for Chromosome 7 Annotation Project.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 13 mentions in open access literature.

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