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Abstract:

The Rat Genome Database (RGD, https://rgd.mcw.edu) is the premier online location for genomic, genetic,
phenotypic and disease-related data for the laboratory rat, as well as an integrated resource for comparative
data for nine other mammalian species. RGD's Variant Visualizer is a data mining and visualization tool for
genomic variants from whole genome sequencing of rat strains mapped against both the Rnor6.0 and
mRatBN7.2 assemblies. Most of these strains are part of the Hybrid Rat Diversity Panel (HRDP), a panel of
inbred rat strains selected for their genetic diversity. For a genomic region of interest or a list of genes,
researchers can compare sequence variations across cardiovascular disease and hypertension models,
normotensive controls, and a number of Recombinant Inbred (RI) strains. For comparative purposes, Variant
Visualizer also provides access to human clinical (ClinVar) variants and to variants for 75 dog breeds.

For an even more divergent view of sequence variations and their consequences, researchers can explore
genomic variants across six phylogenetically diverse model organisms and human at the Alliance of Genome
Resources (https://www.alliancegenome.org), of which RGD is a founding member. The Alliance houses
variation data from all of these organisms based on both high-throughput whole genome sequencing and
manually curated phenotypic alleles. Where the data is available, the Alliance allele record links the disease
and/or phenotype(s) that result from the alteration of a gene with the causative variant in that model
organism. In addition, the Alliance provides disease and phenotype annotations for human genes along with a
rich dataset of human variants.
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protein coding gene
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atrophy. Human ortholog(s) of this gene implicated in Menkes disease; Wilsc
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ATP7A (ATPase copper transporting alpha).
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Enables ATPase-coupled cation transmembrane transporter activity and cof
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robust ortholog
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manual assignments
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orthologs in all six
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