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Proper Citation

Genomic Annotation in Livestock for positional candidate LOci (RRID:SCR_019212)

Resource Information

URL: https://cran.r-project.org/web/packages/GALLO/vignettes/GALLO.html

Proper Citation: Genomic Annotation in Livestock for positional candidate LOci
(RRID:SCR_019212)

Description: Software R package developed for accurate annotation of genes and
quantitative trait loci located in regions identified in common genomic analyses performed
in livestock, such as Genome Wide Association Studies and transcriptomics using RNA-
Sequencing. Allows graphical visualization of gene and QTL annotation results, data
comparison among different grouping factors like methods, breeds, tissues, statistical
models, studies and QTL enrichment in different livestock species including cattle, pigs,
sheep, and chickens.

Abbreviations: GALLO

Resource Type: software toolkit, software resource

Keywords: QTLs, multi-omics integration, qtl annotation, gene annotation, datamining, qtl
enrichment analysis, livestock, bio.tools

Availability: Free, Freely available

Resource Name: Genomic Annotation in Livestock for positional candidate LOci

Resource ID: SCR_019212

Alternate IDs:
biotools:genomic_annotation_in_livestock_for_positional_candidate_loci_gallo

Alternate URLs:
https://bio.tools/genomic_annotation_in_livestock_for_positional_candidate_loci_gallo
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Record Creation Time: 20220129T080344+0000

Record Last Update: 20260803T040806+0000

Ratings and Alerts

No rating or validation information has been found for Genomic Annotation in Livestock for
positional candidate LOci.

No alerts have been found for Genomic Annotation in Livestock for positional candidate
LOci.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 22 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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