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Proper Citation

Many Microbe Microarrays Database (RRID:SCR_007767)

Resource Information

URL: http://m3d.mssm.edu

Proper Citation: Many Microbe Microarrays Database (RRID:SCR_007767)

Description: M3D is a resource for analyzing and retrieving gene expression data for
microbes. The database currently contains Affymetrix expression compendia for
Escherichia coli, Saccharomyces cerevisiae, and Shewanella oneidensis. M3D (Many
Microbe Microarrays) was developed by the Gardner Lab at Boston University to facilitate
the exchange and analysis of high quality, curated, microbial gene expression data.
Currently, the database only includes data obtained using Affymetrix GeneChip
technology, because the high quality of the platform facilitates cross-laboratory integration
of data sets. The database allows downloading of raw data (CEL files) or preprocessed
data that has been uniformly normalized with RMA. M3D also enables convenient web-
based expression data exploration and visualization - accessable via the Analysis page.

Synonyms: M3D

Resource Type: database, data or information resource
Resource Name: Many Microbe Microarrays Database
Resource ID: SCR_007767

Alternate IDs: nif-0000-03091

Alternate URLSs: http://cgs.wustl.edu/~faithj/m3d_mirror/
Old URLs: http://m3d.bu.edu/

Record Creation Time: 20220129T080243+0000

Record Last Update: 20260803T040512+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_007767/resolver
http://m3d.mssm.edu

No rating or validation information has been found for Many Microbe Microarrays
Database.

No alerts have been found for Many Microbe Microarrays Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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