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Proper Citation

MBGD - Microbial Genome Database (RRID:SCR_012824)

Resource Information

URL: http://mbgd.genome.ad.jp/

Proper Citation: MBGD - Microbial Genome Database (RRID:SCR_012824)

Description: MBGD is a database for comparative analysis of completely sequenced
microbial genomes, the number of which is now growing rapidly. The aim of MBGD is to
facilitate comparative genomics from various points of view such as ortholog identification,
paralog clustering, motif analysis and gene order comparison. The heart of MBGD function
is to create orthologous or homologous gene cluster table. For this purpose, similarities
between all genes are precomputed and stored into the database, in addition to the
annotations of genes such as function categories that were assigned by the original
authors and motifs that were found in the translated sequence. Using these homology
data, MBGD dynamically creates orthologous gene cluster table. Users can change a set
of organisms or cutoff parameters to create their own orthologous grouping. Based on this
cluster table, users can further analyze multiple genomes from various points of view with
the functions such as global map comparison, local map comparison, multiple sequence
alignment and phylogenetic tree construction.

Synonyms: MBGD

Resource Type: database, data or information resource
Keywords: bio.tools, FASEB list

Resource Name: MBGD - Microbial Genome Database
Resource ID: SCR_012824

Alternate IDs: nif-0000-03105, biotools:mbgd
Alternate URLSs: https://bio.tools/mbgd

Record Creation Time: 20220129T080312+0000
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Ratings and Alerts

No rating or validation information has been found for MBGD - Microbial Genome
Database.

No alerts have been found for MBGD - Microbial Genome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 58 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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