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Type: Tool

Proper Citation

DECIPHER (RRID:SCR_006552)

Resource Information

URL.: http://decipher.sanger.ac.uk/

Proper Citation: DECIPHER (RRID:SCR_006552)

Description: Interactive database which incorporates a suite of tools designed to aid the
interpretation of submicroscopic chromosomal imbalance. Used to enhance clinical diagnosis
by retrieving information from bioinformatics resources relevant to the imbalance found in the
patient. Contributing to the DECIPHER database is a Consortium, comprising an
international community of academic departments of clinical genetics. Each center maintains
control of its own patient data (which are password protected within the center"'s own
DECIPHER project) until patient consent is given to allow anonymous genomic and
phenotypic data to become freely viewable within Ensembl and other genome browsers.
Once data are shared, consortium members are able to gain access to the patient report and
contact each other to discuss patients of mutual interest, thus facilitating the delineation of
new microdeletion and microduplication syndromes.

Abbreviations: DECIPHER

Synonyms: Database of Chromosomal Imbalance and Phenotype in Humans using
Ensembl Resources, DECIPHER: Database of Chromosomal Imbalance and Phenotype in
Humans using Ensembl Resources, Database of Chromosomal Imbalance Phenotype in
Humans using Ensembl Resources, Decipher

Resource Type: data or information resource, database

Defining Citation: PMID:19344873



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_006552/resolver
http://decipher.sanger.ac.uk/
https://pubmed.ncbi.nlm.nih.gov/19344873

Keywords: chromosomal imbalance, phenotype, chromosome, gene, genome, deletion,
duplication, copy number, genotype, polymorphism, FASEB list

Related Condition: Developmental disorder, Microdeletion Syndrome, Overgrowth
syndrome, Microduplication syndrome, Deletion syndrome, Duplication syndrome, Wolf-
Hirschhorn Syndrome, Williams-Beuren Syndrome, Smith-Magenis Syndrome, Etc

Funding: Wellcome Trust WT077008
Availability: Acknowledgement required
Resource Name: DECIPHER

Resource ID: SCR_006552

Alternate IDs: nlx_151653, OMICS_00265
Record Creation Time: 20220129T080236+0000

Record Last Update: 20250426T055858+0000

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

No alerts have been found for DECIPHER.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1623 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Zhuang J, et al. (2024) Prenatal diagnosis and molecular cytogenetic characterization of
fetuses with central nervous system anomalies using chromosomal microarray analysis: a
seven-year single-center retrospective study. Scientific reports, 14(1), 2271.
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translucency, and pregnancy outcomes: a comprehensive analysis of 2,272 singleton
pregnancies in women under 35. Frontiers in medicine, 11, 1376319.

Kim M, et al. (2024) Prostate cancers with distinct transcriptional programs in Black and
White men. Genome medicine, 16(1), 92.

Zhang W, et al. (2024) Commensal microbiome dysbiosis elicits interleukin-8 signaling to
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