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EcoGene
RRID:SCR_002437
Type: Tool

Proper Citation

EcoGene (RRID:SCR_002437)

Resource Information

URL: http://lecogene.org/

Proper Citation: EcoGene (RRID:SCR_002437)

Description: Database that contains updated information about the Escherichia coli K-12
genome and proteome sequences, including extensive gene bibliographies. Users are
able to download customized tables, perform Boolean query comparisons, generate sets
of paired DNA sequences, and download any E. coli K-12 genomic DNA sub-sequence.
BLAST functions, microarray data, an alphabetical index of genes, and gene overlap
gueries are also available. The Database Table Downloads Page provides a full list of EG
numbers cross-referenced to the new cross-database ECK numbers and other common
accession numbers, as well as gene names and synonyms. Monthly release archival
downloads are available, but the live, daily updated version of EcoGene is the default
mysql database for download queries.

Abbreviations: ECK, ECOGENE, ECOGENE G
Synonyms: EcoGene Database of Escherichia coli Sequence and Function
Resource Type: database, data or information resource

Defining Citation: PMID:23197660, PMID:10592181

Keywords: life sciences, genomics, proteomics, gene, gene expression, genetics, protein,
protein binding, protein-protein interaction, membrane, rna, dna, structure, function,
functional annotation, annotation, blast, FASEB list

Funding: NIH ;
Lucille P. Markey Foundation ;
NIGMS 5-R01-GM58560-05

Availability: THIS RESOURCE IS NO LONGER IN SERVICE



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002437/resolver
http://ecogene.org/
https://pubmed.ncbi.nlm.nih.gov/23197660
https://pubmed.ncbi.nlm.nih.gov/10592181

Resource Name: EcoGene

Resource ID: SCR_002437

Alternate IDs: nif-0000-02784, r3d100010546
Alternate URLSs: https://doi.org/10.17616/R3KP5V

Old URLSs: http://bmb.med.miami.edu/ http://bmb.med.miami.edu/EcoGene/EcoWeb/
http://www.ecogene.org/old/

Record Creation Time: 20220129T080213+0000

Record Last Update: 20260725T191125+0000

Ratings and Alerts
No rating or validation information has been found for EcoGene.

No alerts have been found for EcoGene.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 56 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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operon. mLife, 2(2), 126.

Nagao A, et al. (2023) Quality control of protein synthesis in the early elongation stage.
Nature communications, 14(1), 2704.

Pollo-Oliveira L, et al. (2022) The absence of the queuosine tRNA modification leads to
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in Escherichia coli K12. Metallomics : integrated biometal science, 14(9).
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https://scicrunch.org/nidm-terms/rin/sources/SCR_005400
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002437/resolver/mentions

Orench-Rivera N, et al. (2021) Differential Packaging Into Outer Membrane Vesicles Upon
Oxidative Stress Reveals a General Mechanism for Cargo Selectivity. Frontiers in
microbiology, 12, 561863.

Stenum TS, et al. (2021) Three Ribosomal Operons of Escherichia coli Contain Genes
Encoding Small RNAs That Interact With Hfg and CsrA in vitro. Frontiers in microbiology,
12, 625585.

Yahashiri A, et al. (2020) DrpB (YedR) Is a Nonessential Cell Division Protein in
Escherichia coli. Journal of bacteriology, 202(23).

Heo J, et al. (2020) Genome-wide high-throughput screening of interactive bacterial
metabolite in the algal population using Escherichia coli K-12 Keio collection. Scientific
reports, 10(1), 10647.

Ahmad M, et al. (2020) Real-time monitoring of glutathione in living cells using genetically
encoded FRET-based ratiometric nanosensor. Scientific reports, 10(1), 992.
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gene transfer. BMC microbiology, 20(1), 326.
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receptor of the ToxR family. Communications biology, 2, 4.

Hsiao FS, et al. (2019) Protein interactome analysis of iduronic acid-containing
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208, 103485.
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Kintses B, et al. (2019) Chemical-genetic profiling reveals limited cross-resistance
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10(1), 5731.

Hou Q, et al. (2018) Computational analysis of the amino acid interactions that promote or
decrease protein solubility. Scientific reports, 8(1), 14661.

Tello M, et al. (2018) Codon usage and modular interactions between messenger RNA
coding regions and small RNAs in Escherichia coli. BMC genomics, 19(1), 657.




