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PeanutBase is the community resource for Arachis 
reasearch and breeding. 
 

1.  Brief overview of PeanutBase resources 

2.  Data management at PeanutBase 

 
   
 

Talk Overview 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 

○  A. hypogaea, Tifrunner* 
○  A. duranensis 
○  A. ipaensis 

*Released in December, 2017 under Fort 
Lauderdale Agreement 

 

 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 
●  Gene models 

○  A. hypogaea Tifrunner* 
○  A. duranensis 
○  A. ipaensis 

*April, 2018; Jacqueline Campbell and 
Andrew Farmer 

 
expression browser 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 
●  Gene models 

○  Gene function prediction 
○  Protein domains 
○  Tissue expression atlas 

aligned on 3 genomes 
○  5 expression atlases 

 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 
●  Gene models 
●  Legume gene families* 

*May, 2018; Steven Cannon and the 
Legume Federation 

 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 
●  Gene models 
●  Legume gene families 
●  Synteny* 

* Alan Cleary 

 

 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 
●  Gene models 
●  Legume gene families 
●  Synteny 
●  SNP markers, including the Affy SNP chip 

markers. 
○  Aligned on assemblies 
○  Searchable in database 
○  Download files available. 



PeanutBase Resources 

Genomic resources 
●  Genome assembly browsers 
●  Gene models 
●  Legume gene families 
●  Synteny 
●  SNP markers, including the Affy 

SNP chip markers 
●  Full dataset downloads 

 



PeanutBase Resources 

Genetic resources 
●  Genetic maps collected from literature 

 

cMap  
(last updated in 2008) 



PeanutBase Resources 

Genetic resources 
●  Genetic maps collected from literature 
●  Cmap-js, a new comparative map viewer ... is coming soon.* 

 

 

 

 

 

*Andrew Wilkey 

 



Germplasm data 
●  All GRIN germplasm and trait data mirrored at PeanutBase 

 

PeanutBase Resources 



PeanutBase Resources 

Germplasm data 
●  All GRIN germplasm and trait data mirrored at PeanutBase 
●  GIS view of germplasm origins 

 



Germplasm data 
●  All GRIN germplasm and trait data mirrored at PeanutBase 
●  GIS view of germplasm origins 
●  Traits from multiple studies attached to germplasm 

PeanutBase Resources 





PeanutBase Resources 

Traits collected by Charles Simpson and colleagues in 1980s 



PeanutBase Resources 

Mini core traits collected by Corley Holbrook in the 1990s 



Traits and breeding resources 
●  Collaborating with the Integrated Breeding Platform group. 

●  Working to improve our collection of QTL and marker-trait data from literature. 

 
   
 

PeanutBase Resources 



Community resources 
●  Information and archives for the Peanut Genome Initiative.  

●  Information and archives for Advances in Arachis Through Genomics and 
Biotechnology.  

●  List of upcoming conferences, workshops and meetings. 

●  Quarterly (or so) newsletter. 

PeanutBase Resources 



PeanutBase Resources 

July 
Newsletter 



Why talk about data? 

Data Management at PeanutBase 

●  Data is growing in size and complexity in all scientific disciplines. 

●  Sharing public data is important and growing more so. 

●  Funding agencies are alarmed at the growing costs of managing all this data. 

●  Data is the life blood of research. 



PeanutBase is active in the data management community 
 
 

Data Management at PeanutBase 

Legume Federation 
 
 

AgBioData consortium 
 

Standards working groups 
•  Nomenclature 
•  Genomic metadata 
•  Trait terms 



The FAIR data principles 
 
Findable: able to locate public data of use to you 
Accessible: able to easily access data in a form that works 
Interoperable: able to use data across multiple resources 
Reusable: able to reuse existing public data for new research 

Data Management at PeanutBase 



How the FAIR data principles help researchers 
 
Findable:  
●  You can find data relevant to your research 

Accessible:  
Interoperable:  
Reusable:  

Data Management at PeanutBase 



How researchers can help meet the FAIR data principles 
 
Findable:  
●  Put your public data in appropriate public repositories. PeanutBase can help. 
●  Provide good metadata for your datasets, especially, describe each data field 
●  Use controlled vocabularies for terms (ontologies) 

Accessible:  
Interoperable:  
Reusable:  

Data Management at PeanutBase 



PeanutBase and the FAIR data principles 
 
Findable:  
●  Search pages for data types 
●  Consolidate data from multiple papers into one location 

Accessible:  
Interoperable:  
Reusable:  

Data Management at PeanutBase 



How the FAIR data principles help researchers 
 
Findable:  
Accessible:  
●  You can acquire the data you need in a useful manner 

Interoperable:  
Reusable:  

Data Management at PeanutBase 



How researchers can help meet the FAIR data principles 
 
Findable:  
Accessible:  
●  Share your public data through long term repostories. Supplemental files with 

publications are not always sufficient. 
Interoperable:  
Reusable:  

Data Management at PeanutBase 



PeanutBase and the FAIR data principles 
 
Findable:  
Accessible:  
●  Browsers (genome, geographic location, maps, synteny, expression) 
●  Full dataset downloads: the Legume Federation Data Store 

Interoperable:  
Reusable:  

Data Management at PeanutBase 



How the FAIR data principles help researchers 
 
Findable:  
Accessible:  
Interoperable:  
●  Data can be used in multiple tools and analyses 
●  Multiple data types are integrated for a more complete picture 

Reusable:  

Data Management at PeanutBase 



How researchers can help meet the FAIR data principles 
 
Findable:  
Accessible:  
Interoperable:  
●  Share your data in standard formats 
●  Use accepted controlled vocabularies 

Reusable:  

Data Management at PeanutBase 



PeanutBase and the FAIR data principles 
 
Findable:  
Accessible:  
Interoperable:  
●  Common vocabulary enables integration and sharing across resources 
●  Standard metadata allows datasets to be compared 
●  Data is integrated 

○  gene models integrated with genome assemblies, gene function, gene expression, gene 
families 

○  germplasm is integrated with trait data, assemblies 

Reusable:  

Data Management at PeanutBase 



How the FAIR data principles help researchers 
 
Findable:  
Accessible:  
Interoperable:  
Reusable:  
●  Data from earlier studies can be reused with confidence. 
●  Your data is credited with furthering research 

Data Management at PeanutBase 



How researchers can help meet the FAIR data principles 
 
Findable:  
Accessible:  
Interoperable:  
Reusable:  
●  Provide enough information with your data to enable correct re-use...and 

proper citation. 

Data Management at PeanutBase 



PeanutBase and the FAIR data principles 
 
Findable:  
Accessible:  
Interoperable:  
Reusable:  
●  All public data at PeanutBase can be re-used freely, except where noted 

otherwise 
●  Metadata describes data and how it was generated 
●  (Please cite original source and PeanutBase!) 

Data Management at PeanutBase 



Talk with us about your data early in your research 
projects, and even while writing proposals. We can help 
with your data management plan. 
 

ekcannon@iastate.edu 

Data Management at PeanutBase 



Data Management at PeanutBase 

ekcannon@iastate.edu 
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