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Blast2GO

RRID:SCR_005828
Type: Tool

Proper Citation

Blast2GO (RRID:SCR_005828)

Resource Information

URL: http://www.blast2go.com/b2ghome

Proper Citation: Blast2GO (RRID:SCR_005828)

Description: An ALL in ONE tool for functional annotation of (novel) sequences and the
analysis of annotation data. Blast2GO (B2G) joins in one universal application similarity
search based GO annotation and functional analysis. B2G offers the possibility of direct
statistical analysis on gene function information and visualization of relevant functional
features on a highlighted GO direct acyclic graph (DAG). Furthermore B2G includes
various statistics charts summarizing the results obtained at BLASTing, GO-mapping,
annotation and enrichment analysis (Fisher"'s Exact Test). All analysis process steps are
configurable and data import and export are supported at any stage. The application also
accepts pre-existing BLAST or annotation files and takes them to subsequent steps. The
tool offers a very suitable platform for high throughput functional genomics research in
non-model species. B2G is a species-independent, intuitive and interactive desktop
application which allows monitoring and comprehending the whole annotation and
analysis process supported by additional features like GO Slim integration, evidence code
(EC) consideration, a Batch-Mode or GO-Multilevel-Pies. Platform: Windows compatible,
Mac OS X compatible, Linux compatible, Unix compatible

Abbreviations: B2G
Synonyms: Blast2GO (B2G)
Resource Type: software resource, software application

Defining Citation: PMID:16081474

Keywords: annotation, visualization, analysis, functional genomics, editor, statistical
analysis, slimmer-type tool, ontology or annotation editor, functional analysis, direct acyclic
graph, analysis, high throughput, functional genomics



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005828/resolver
http://www.blast2go.com/b2ghome
https://pubmed.ncbi.nlm.nih.gov/16081474

Funding: MCyT GEN 2001 - 4885-C05-03;
eTumour Project FP6-2002-LIFESCIHEALTH 503094

Availability: Free for academic use

Resource Name: Blast2GO

Resource ID: SCR_005828

Alternate IDs: OMICS 01475, nlx_149335
Record Creation Time: 20220129T080232+0000

Record Last Update: 20260801T191038+0000

Ratings and Alerts
No rating or validation information has been found for Blast2GO.

No alerts have been found for Blast2GO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8422 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .

Wu K, et al. (2026) Deciphering the role of ThHSF1 in the differential expression
regulation of laccase isozymes in the white-rot fungus Trametes hirsuta. Microbiology
spectrum, 14(1), e0100425.

Liu C, et al. (2025) A chromosome-scale genome assembly of the pioneer plant
Stylosanthes angustifolia: insights into genome evolution and drought adaptation.
GigaScience, 14.

Ritter EJ, et al. (2025) The assembly and annotation of two teinturier grapevine varieties,
Dakapo and Rubired. GigaByte (Hong Kong, China), 2025, gigabyte149.

De La Forest Divonne S, et al. (2025) Diversity and functional specialization of oyster
immune cells uncovered by integrative single-cell level investigations. eLife, 13.

Marquez R, et al. (2025) A draft genome assembly for the dart-poison frog Phyllobates
terribilis. GigaByte (Hong Kong, China), 2025, gigabyte157.

Zhao SH, et al. (2025) Identification and Expression Profiles of Chemosensory Genes in
the Antennal Transcriptome of Protaetia brevitarsis (Coleoptera: Scarabaeidae). Insects,
16(6).
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Zang D, et al. (2025) Transcriptome and Metabolome Analyses of the Salt Stress
Response Mechanism in Lonicera caerulea. Biology, 14(6).

Li L, et al. (2025) Effect of cholesterol on distribution, cell uptake, and protein corona of
lipid microspheres at sites of cardiovascular inflammatory injury. Journal of pharmaceutical
analysis, 15(7), 101182.

Feng Y, et al. (2025) Preventive regulation of cellular heat stress injury by mung bean
polyphenols revealed by multi-omics analysis. NPJ science of food, 9(1), 163.

Wang Y, et al. (2025) Proteomic mechanism of sugar and organic acid metabolism during
Korla fragrant pear (Pyrus sinkiangensis Yu) fruit development. Scientific reports, 15(1),
26935.

Meng Q, et al. (2025) Protein phosphorylation networks in Baylisascaris procyonis
revealed by phosphoproteomic analysis. Parasites & vectors, 18(1), 307.

Hou Q, et al. (2025) Genomic microsatellite characterization and development of
polymorphic microsatellites in Eospalax baileyi. Scientific reports, 15(1), 524.

Castellan M, et al. (2025) Immunological findings of West Caucasian bat virus in an
accidental host. Journal of virology, 99(2), e0191424.

Vysakh VG, et al. (2025) The transcriptomic footprint of Mytella strigata: de novo
transcriptome assembly of a major invasive species. Scientific data, 12(1), 201.

Cheng Y, et al. (2025) Endothelial AGGF1 promotes retinal angiogenesis by coordinating
TNFSF12/FN14 signalling. Nature communications, 16(1), 1332.

Wang R, et al. (2025) Combining whole genome and transcriptome sequencing to analyze
the pathogenic mechanism of Diplodia sapinea blight in Pinus sylvestris var. mongolica
Litv. Virulence, 16(1), 2490216.

Rios N, et al. (2025) Transcriptomic Divergence and Associated Markers Between
Genomic Lineages of Silver Catfish (Rhamdia quelen). Ecology and evolution, 15(3),
e71021.

Kumari K, et al. (2025) In-depth genome and comparative genome analysis of a metal-
resistant environmental isolate Pseudomonas aeruginosa S-8. Frontiers in cellular and
infection microbiology, 15, 1511507.

De Rose S, et al. (2025) Omics approaches to investigate pre-symbiotic responses of the
mycorrhizal fungus Tulasnella sp. SV6 to the orchid host Serapias vomeracea.
Mycorrhiza, 35(2), 26.

Pattapulavar V, et al. (2025) Streptomyces sp. VITGV156 secondary metabolite binds
pathogenic protein PBP2a and Beta-lactamase. Frontiers in bioinformatics, 5, 1544800.




