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Summary: RGD contains a growing collection 
of human QTL data, and many tools that can be 
used to relate human and rat genetic data. 
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In addition to rat data, RGD currently contains information on nearly 1600 Human QTLs.  These QTL 
identify the location of genetic element(s) associated with traits or pathologies of human populations.  
Human QTL targeted for curation are prioritized by disease areas of most interest to rat researchers and 
have included those associated with the Disease Portals for neurological diseases, cardiovascular 
diseases, obesity and metabolic syndrome and cancer.

Human QTL data can be searched by keyword and/or position.  A trait, phenotype or disease (e.g. blood 
pressure or hypertension), can be entered into the global search box, and human and rat QTLs related 
to the trait will be returned along with related information.  Alternatively, QTL data can be retrieved from 
the “Data” tab near the top of the home page, the QTL icon on the home page, ontology searches, or 
the Disease Portals.  In many of these tools, QTLs may also be listed for a location (chromosome and 
base pair range), independently of keyword.   All of these approaches can be used separately for 
human or rat, or for both species combined.  

The Human QTL report page includes information on the mapped trait,  methodology notes, associated 
disease/phenotype,  location, nearby markers, significance statistics/ software used, population notes 
(source, ethnicity, sex, number), candidate genes suggested by the investigators, and a reference for 
the paper in which the QTL was reported.

Human QTL may be viewed in genomic context using the Human GBrowse or the new VC Map tool.  
Both tools allow the user to see genes within the region as well as provide links to syntenic regions in 
rat.  The VC Map tool also allows the user to compare regions across multiple species.
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