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Proper Citation

Stanley Medical Research Institute Online Genomics Database (RRID:SCR_004859)

Resource Information

URL: https://www.stanleygenomics.org/

Proper Citation: Stanley Medical Research Institute Online Genomics Database
(RRID:SCR_004859)

Description: The Stanley Online Genomics Database uses samples from the Stanley
Medical Research Institute (SMRI) Brain Bank. These samples were processed and run
on gene expression arrays by a variety of researchers in collaboration with the SMRI.
These researchers have performed analyses on their respective studies using a range of
analytic approaches. All of the genomic data have been aggregated in this online
database, and a consistent set of analyses have been applied to each study. Additionally,
a comprehensive set of cross-study analyses have been performed. A thorough collection
of gene expression summaries are provided, inclusive of patient demographics, disease
subclasses, regulated biological pathways, and functional classifications. Raw data is also
available to download. The database is derived from two sets of brain samples, the
Stanley Array collection and the Stanley Consortium collection. The Stanley Array
collection contains 105 patients, and the Stanley Consortium collection contains 60
patients. Multiple genomic studies have been conducted using these brain samples. From
these studies, twelve were selected for inclusion in the database on the basis of number of
patients studied, genomic platform used, and data quality. The Consortium collection
studies have fewer patients but more diversity in brain regions and array platforms, while
the Array collection studies are more homogenous. There are tradeoffs, the Consortium
results will be more variable, but findings may be more broadly representative. The
collections contain brain samples from subjects in four main groups: Bipolar
Schizophrenia, Depression, and Controls Brain regions used in the studies include:
Broadman Area 6, Broadman Area 8/9, Broadman Area 10, Broadman Area 46,
Cerebellum The 12 studies encompass a range of microarray platforms: Affymetrix HG-
U95Av2, Affymetrix HG-U133A, Affymetrix HG-U133 2.0+, Codelink Human 20K, Agilent
Human I, Custom cDNA Publications based on any of the clinical or genomic data should
credit the Stanley Medical Research Institute, as well as any individual SMRI collaborators
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whose data is being used. Publications which make use of analytic results/methods in the
database should additionally cite Dr. Michael Elashoff. Registration is required to access
the data.

Abbreviations: Stanley Online Genomics Database

Synonyms: SMRI Online Genomics Database

Resource Type: database, data or information resource

Defining Citation: PMID:16594998

Keywords: clinical, genomic, gene expression, microarray, bipolar disorder,
schizophrenia, depressive disorder, control, brain, brodmann area 6, brodmann area 8,
brodmann area 9, brodmann (1909) area 10, brodmann area 46, cerebellum, FASEB list

Resource Name: Stanley Medical Research Institute Online Genomics Database

Resource ID: SCR_004859

Alternate IDs: nlx_143935

Record Creation Time: 20220129T080226+0000

Record Last Update: 20260725T191132+0000

Ratings and Alerts

No rating or validation information has been found for Stanley Medical Research Institute
Online Genomics Database.

No alerts have been found for Stanley Medical Research Institute Online Genomics
Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 31 mentions in open access literature.
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