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Resource Information

URL: http://microbesonline.org/

Proper Citation: MicrobesOnline (RRID:SCR_005507)

Description: MicrobesOnline is designed specifically to facilitate comparative studies on 
prokaryotic genomes. It is an entry point for operon, regulons, cis-regulatory and network 
predictions based on comparative analysis of genomes. The portal includes over 1000 
complete genomes of bacteria, archaea and fungi and thousands of expression microarrays 
from diverse organisms ranging from model organisms such as Escherichia coli and 
Saccharomyces cerevisiae to environmental microbes such as Desulfovibrio vulgaris and 
Shewanella oneidensis. To assist in annotating genes and in reconstructing their 
evolutionary history, MicrobesOnline includes a comparative genome browser based on 
phylogenetic trees for every gene family as well as a species tree. To identify co-regulated 
genes, MicrobesOnline can search for genes based on their expression profile, and provides 
tools for identifying regulatory motifs and seeing if they are conserved. MicrobesOnline also 
includes fast phylogenetic profile searches, comparative views of metabolic pathways, 
operon predictions, a workbench for sequence analysis and integration with RegTransBase 
and other microbial genome resources. The next update of MicrobesOnline will contain 
significant new functionality, including comparative analysis of metagenomic sequence data. 
Programmatic access to the database, along with source code and documentation, is 
available at http://microbesonline.org/programmers.html.

Abbreviations: MicrobesOnline

Synonyms: Microbial Genomics Database, Microbes Online

Resource Type: production service resource, source code, software resource, data analysis 
service, service resource, analysis service resource, database, data or information resource
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Defining Citation: PMID:19906701
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Funding: DOE DE-AC02-05CH11231

Resource Name: MicrobesOnline

Resource ID: SCR_005507
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Ratings and Alerts

No rating or validation information has been found for MicrobesOnline.

No alerts have been found for MicrobesOnline.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 149 mentions in open access literature.

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