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PhenoMiner Project

• Integrates phenotype data from multiple sources: Physgen, 
NBRP, Literature, Direct Submission
• Standardized formats using ontologies for sample, 
measurement, method and experimental conditions
• Data mining and presentation tool
• Links to originating data sources
• Comprehensive phenotype profiles for strains, substrains, 
congenics, knockouts, mutants
• Public repository  for researchers to post data – funding 
agency interest
• Development of the rat phenome – linking phenotype to 
genotype
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• Compare results from multiple methods 

• Compare phenotypes across experiments for one or more 
strains

• Compare a phenotype across ages for one or more strains

• Comprehensive phenotype values for a single or multiple 
strains

• Compare phenotype values for a set of substrains
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Future Developments

Data
• Physgen data – complete integration
• NBRP data – complete integration of existing data, 
continued updates
• Literature
• integration of data from all QTL papers
• integration of data from papers characterizing 
inbred, mutant, congenic and knockout strains

• Researcher submissions – completion of online 
software for data submission



Future Developments
Data Mining and Visualization
• Improved searching and query building
• Customization of bar charts
• Side by side chart viewing
• Dot plots for multiple phenotypes 
• Statistical analysis tools
• Uploading and visualization of own data    

Links with Other Tools
• Direct links from strain reports, strain medical records
• Direct links from QTL reports for parental, congenic
strains
• Links from strain variation tracks on Gbrowse
• Links from SNPlotyper
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