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Proper Citation

MetaGeneAnnotator (RRID:SCR_011934)

Resource Information

URL: http://whale.bio.titech.ac.jp/metagene/

Proper Citation: MetaGeneAnnotator (RRID:SCR_011934)

Description: A gene-finding software program for prokaryote and phage., THIS
RESOURCE IS NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: MetaGeneAnnotator

Resource Type: software resource

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: MetaGeneAnnotator

Resource ID: SCR_011934

Alternate IDs: OMICS 01490

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260725T190725+0000

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

No alerts have been found for MetaGeneAnnotator.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_011934/resolver
http://whale.bio.titech.ac.jp/metagene/
https://scicrunch.org/sawg/rin/sources/SCR_005400

Usage and Citation Metrics
We found 88 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Negrete-Méndez H, et al. (2025) Genomic and proteomic analyses of Nus-dependent non-
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microbiology, 16, 1480411.

Alseth EO, et al. (2025) Mystique, a broad host range Acinetobacter phage, reveals the
impact of culturing conditions on phage isolation and infectivity. PLoS pathogens, 21(4),
€1012986.

Sato S, et al. (2024) Genomic properties of a Bartonella quintana strain from Japanese
macaque (Macaca fuscata) revealed by genome comparison with human and rhesus
macaque strains. Scientific reports, 14(1), 10941.

Yamada Y, et al. (2024) Identification of plasmids from thermophilic Streptomyces strains
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archaeal and bacterial viruses in viral datasets. ISME communications, 3(1), 87.
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environments, 38(2).
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salmonicida subspecies salmonicida carrying Prophage 3. Virus research, 334, 199165.
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Bacteriophages. mBio, 13(3), e0065122.
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Uchiyama J, et al. (2022) Phylogenic analysis of new viral cluster of large phages with
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