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Proper Citation

go.db (RRID:SCR_024241)

Resource Information

URL: https://bioconductor.org/packages/release/data/annotation/html/GO.db.html

Proper Citation: go.db (RRID:SCR_024241)

Description: Software R package provides set of annotation maps describing entire Gene
Ontology assembled using data from GO.

Resource Type: software resource, software toolkit

Keywords: set of annotation maps, Gene Ontology, data from GO,

Availability: Free, Available for download, Freely available,

Resource Name: go.db

Resource ID: SCR_024241

Alternate IDs: OMICS_22608

Alternate URLs: https://sources.debian.org/src/r-bioc-go.db/

Record Creation Time: 20230830T050216+0000

Record Last Update: 20260725T191110+0000

Ratings and Alerts

No rating or validation information has been found for go.db.

No alerts have been found for go.db.

Data and Source Information

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_024241/resolver
https://bioconductor.org/packages/release/data/annotation/html/GO.db.html


Source: SciCrunch Registry

Usage and Citation Metrics

We found 36 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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301(9), 110531.
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nutritional responses to suppress aphid populations on barley over time. The New
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e1011158.

Leonard J, et al. (2024) Whole blood coagulation in an ex vivo thrombus is sufficient to
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neighbor effects in the field. Nature communications, 15(1), 8467.
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Genome research, 33(11), 1958.
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iScience, 24(11), 103292.

St?pniak K, et al. (2021) Mapping chromatin accessibility and active regulatory elements
reveals pathological mechanisms in human gliomas. Nature communications, 12(1), 3621.

Zondervan NA, et al. (2021) Phenotype and multi-omics comparison of Staphylococcus
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genomics, 22(1), 102.
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O'Meara TR, et al. (2021) DeORFanizing Candida albicans Genes using Coexpression.
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insect invasion by Pseudomonas protegens. The ISME journal, 14(11), 2766.

Martins MP, et al. (2019) Global Analysis of Cell Wall Genes Revealed Putative Virulence
Factors in the Dermatophyte Trichophyton rubrum. Frontiers in microbiology, 10, 2168.


