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RRID:SCR_003166
Type: Tool

Proper Citation

MiST - Microbial Signal Transduction database (RRID:SCR_003166)

Resource Information

URL: http://mistdb.com

Proper Citation: MiST - Microbial Signal Transduction database (RRID:SCR_003166)

Description: Database which contains the signal transduction proteins for complete and
draft bacterial and archaeal genomes. The MiST2 database identifies and catalogs the
repertoire of signal transduction proteins in microbial genomes.

Abbreviations: MiST

Synonyms: MIST 2.2, Microbial Signal Transduction Database, Microbial Signal
Transduction database (MiST), MiST2

Resource Type: data or information resource, database

Defining Citation: PMID:19900966

Keywords: signal transduction proteins, bacterial genome, archaeal genome, microbial
genome, bio.tools

Funding: South Carolina Research Association ;
DOE Office of Science ;

NIH ;

NIGMS GMO083177

Resource Name: MiST - Microbial Signal Transduction database

Resource ID: SCR_003166



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_003166/resolver
http://mistdb.com
https://pubmed.ncbi.nlm.nih.gov/19900966

Alternate IDs: biotools:mist, nif-0000-03140
Alternate URLSs: https://bio.tools/mist
Record Creation Time: 20220129T080217+0000

Record Last Update: 20250426T055612+0000

Ratings and Alerts

No rating or validation information has been found for MiST - Microbial Signal Transduction
database.

No alerts have been found for MiST - Microbial Signal Transduction database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 31 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Xie P, et al. (2024) Multifaceted regulation of siderophore synthesis by multiple regulatory
systems in Shewanella oneidensis. Communications biology, 7(1), 498.
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oxygen sensor. Molecular microbiology, 119(1), 59.
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Biomolecules, 11(10).
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Azorhizorbium caulinodans. Frontiers in microbiology, 12, 731419.



https://neuinfo.org/about/sources/nlx_144509-1
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_003166/resolver/mentions
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Wu Y, et al. (2018) The Core- and Pan-Genomic Analyses of the Genus Comamonas: From
Environmental Adaptation to Potential Virulence. Frontiers in microbiology, 9, 3096.
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